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Sequence No. : 1 
Sequence length: 205 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sBpiens 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP00442 
Sequence description 

Met Thr Oly Leu Ala Leu Leu Tyr Ser Gly Val Phe Val Ala Phe Trp 

1 5 10 , 

Ala Cys Ala Leu Ala Val Gly Val Cys Tyr Thr He Phe Asp Leu Gly 

20 ZD 
Phe Arg Phe Asp Val Ala Trp Phe Leu Thr Glu Thr Ser Pro Phe Met 

35 *° 45 

Tr p Ser Asn Leu Gly He Gly Leu Ala He Ser Leu Ser Val Val Gly 

50 55 60 

Ala Ala Trp Gly He Tyr He Thr Gly Ser Ser He He Gly Gly Gly 

70 

Val Lys Ala Pro Arg He Lys Thr Lys Asn Leu Val Ser He He Phe 

85 90 
Cys Glu Ala Val Ala He Tyr Gly lie He Met Ala He Val He Ser 

ins 110 
100 lo:> 
A8 n Met Ala Glu Pro Phe Ser Ala Thr Asp Pro Lys Ala He Gly Hx. 

115 120 125 

Arg Asn Tyr His Ala Gly Tyr Ser Met Phe Gly Ala Gly Leu Thr Val 

130 "5 "0 

150 155 
01 7 Ala Ala Leu Ala Asp Ala Glu Asn Pro Ser Leu Phe Val Lys He 



165 170 



L eu He Val Glu He Phe Gly Ser Ala He Gly Leu Phe Gly Val He 

185 190 



180 



Val Ala He Leu Gin Thr Ser Arg Val Lys Met Gly Asp 



195 



200 



205 
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Sequence No . : 2 
Sequence length: 371 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Leukocyte 

Clone name: HP00804 
Sequence description 

5 10 
P.o Aen Pro Gly Tyr Pro G!y «, Pro Gin Pro Pro He* Pro Pro Tyr 

20 

AU Gin Pro Pro Tyr Pro Gly Ala Pro Tyr Pro Gin Pro Pro Phe Gin 

35 40 
P t o Ser Pro Tyr Gly Gin Pro Gly Tyr Pro Hi. Gly Pro ser Pro Tyr 

Pr „ Gin Gly Gly Tyr Pro Gin Gly Pro Tyr Pro a" Gly Gly Tyr Pro 



75 



MB Gly P« Tyr Pro Gin Glu Gly Tyr Pro Gin Gly Pro Tyr Pro Gin 

85 90 

100 X{JD 
Pro Tyr Gly Gin Pro Gin Val Phe Pro Gly Gin Asp Pro Asp Ser Pro 

115 120 125 

135 140 

«. Z p». « — *» Asp A>p Lys S " " e Alg ™" fe'o 



P„. lie Ar B Ly, V.l Pol Leu V.l Leu Thr Leu Gin Leu Ser Val Thr 



150 



155 



165 



170 



175 



L eu Ser thr Val Ser Val Phe Thr Phe Val Ala Glu Val Lys Gly Phe 

180 185 
,.1 Arg Gl» «n V.l Trp Thr Tyr Tyr V.l Ser Tyr Al. V.l Phe Phe 

195 200 205 

He ser Leu lie Val Leu Ser Cys Cys Gly Asp Phe Arg Arg Lys Hi. 

215 220 
P„ Trp As. Leu Val Al. Leu Ser V.l Leu Thr Ala Ser Leu Ser Tyr 



230 



235 



Z V.1 Gly Met U, 21 ser Phe Tyr A S n Thr Glu Al. v.l 11. «er 
2*5 "<> 



• •• 
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760 265 

« «. - m - «- s « c - - t Giy :« Leu v 



275 



280 285 



Phe lie Phe Ala He 



Leu Cys He Phe He Arg 



Ser Met Val Val Leu ^ 

290 ti Glu He vll Tyr Ala Ser Leu Gly Ala Leu Leu Phe 

Asn Arg He Leu Glu lie vax y 32Q 

310 

305 v r Ala Val Asp Thr Gin Leu Leu Leu Gly Asn Lys Gin 

Thr Cys Phe Leu Ala Val Asp mr ^ 

325 

U. ser ^ Ser Pro 1. 1. * V.X Ph. AX. AX. Leu « Leu frr 

-a A 0 .>*♦-» 

355 360 
Ala Lys Glu 
370 



Sequence No- : 3 
Sequence length: 179 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP01098 
Sequence description 

G X» Leu ry< Z V.X Leu A- Phe Met XXe V.X Ser Ser AX. 
L e. Het XXe Trp L y5 «, - «et V.l XXe *hr 0X y Ser GXu Ser Pro 
IXe VaX v" V.l Leu Ser 01, S« Mer Glu Pro AX. Phe H is Ars 0X y 

A.p Leu Leu Phe Leu Thr Z Ar g V.I Olu Pro XXe Ar 8 V.I OX, 

70 

OXu lie V.X V.X Phe Ar 6 XXe S Xu «, Ar g «. XXe Pro XXe V.X Bis 
85 90 
V.X Leu Lys IXe His «» «• «» £ ~ 

100 105 
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^ ^ Gl, Asp ASU As» Al. V.l ASP A.p AT 8 Gl, L» *r ^ «• 

120 

115 t v»l Val Glv Arg Ala Arg Gly 

Gly Gin His Trp Leu Glu Lys Lys Asp Val Val Gly g 

135 

P.e Z « lie 01, lie V.l »r U. Le» - Asp T,r Pro 

150 

£ Pue L,s „r Al. V.l Leu - - - «T - - ™ £ ™ 

His Arg Glu 



Sequence No. : 4 
Sequence length: 347 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Liver 

Clone name: HP01148 
Sequence description 

Me, ^ Le» P»e Ser «. U- - Al. He G y s »r Ar e Pro 
Ph e «. Al. Ser Pro « .1, V.l Arg Leu v.l 81, Gly «~ His Ar B 

Cs Glu M, Ar g V.1 Glu V.l Glu g" L 7 . «X «- ^ ~ 

35 40 

Tlo Tvfi AsT3 val Ala Val Leu Cys Arg Glu 
Cys Asp Asp Gly Trp Asp He Lys Asp 

55 60 
L e„ Z Cs 01, Al. Al. Ser =1, Tor Pro Ser Gl 7 XI. Leu T y r Glu 

70 

85 90 

, Aio r-\-n Cms Glu Gin Glu Glu Val Tyr 
Thr Gly Thr Glu Asp Thr Leu Ala Gin Cys gxu ox 

100 105 
Asp C7 s ser Hi. Glu Glu Asp Al. Giy Al. Ser Cys Glu As„ Pro Glu 

115 120 

135 

M evs Lvs Gly Arg Val Glu Val- Lys His Gin Asn Gin Trp Tyr 

Gly His Cys Lys ^xy 16Q 

150 

145 ^ T a*-„ Mr Ala Lys Val Val Cys 

Thr Val Cys Gin Thr Gly Trp Ser Leu Arg Ala Ala by 
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165 



96 
170 



175 



1UJ . 

«, Glu Leu Gly Cys Gly Arg Val Leu Thr 01, It. £ Cys Asn 

180 185 

^ a va w. Pro lie Trp Leu Ser Gin Met Ser Cys 
Lys His Ala Tyr Gly Arg Lys Pro ue up 

195 200 

215 220 

Lys Z Thr cy. Ash Hi. Asp ~- ^ T ^ ™ »" <»* £ 

230 235 
HI Phe Asp Leu Arg Leu Val Gly Gly Asp Asn Leu Cys Ser Gly Arg 

245 "0 255 

Le u Glu Val Leu His Lys Gly Val Trp Gly Ser Val Cys Asp Asp Asn 

260 265 
Trp Gly Glu Lys Glu Asp Gin Val Val Cys Lys Gin Leu Gly Cys Gly 

275 280 285 

Lys Ser Leu Ser Pro Ser Phe Arg Asp Arg Lys Cys Tyr Gly Pro Gly 

295 300 
,.1 Z Arg XI. Trp Leu A, Asn V.X Arg Cys Ser Gly 01. Glu «- 

310 315 
S°er Leu Glu Gin Cys Gin His Arg Phe Trp Gly Phe His Asp Cys Thr 



325 330 335 



His Gin Glu Asp Val Ala Val He Cys Ser Gly 



340 345 



Sequence No- : 5 
Sequence length: 554 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Liver 

Clone name: HP01293 
Sequence description 



Met Pro Thr Val Asp Asp He Leu Glu «. Val Gly Glu Ser Gly Trp 

Phe Gin Lys Gl» Ala Phe L.u He Leu Cys Leu Leu Ser AX. Al. Phe 

20 

Ma Pro lie Cys Val Gly He Val Phe Leu Gly Phe Thr Pro Asp His 

35 40 
His Cys Gin Ser Pro Gly Val Ala Glu Leu Ser Gin Arg Cys Gly Trp 
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50 55 " 

Ser Pro Ala Glu Glu Leu Asn Tyr Thr Val Pro Gly Leu Gly Pro Ala 

65 70 " 

Gly Glu Ala Phe Leu Gly Gin Cys Arg Arg Tyr Glu Val Asp Trp Asn 

85 90 95 

Gin Ser Ala Leu Ser Cys Val Asp Pro Leu Ala Ser Leu Ala Thr Asn 

100 1° 5 110 

Arg Ser His Leu Pro Leu Gly Pro Cys Gin Asp Gly Trp Val Tyr Asp 

115 J- 20 125 

Thr Pro Gly Ser Ser lie Val Thr Glu Phe Asn Leu Val Cys Ala Asp 

130 " 5 140 

Ser Trp Lys Leu Asp Leu Phe Gin Ser Cys Leu Asn Ala Gly Phe Phe 

145 "0 155 160 

Phe Gly Ser Leu Gly Val Gly Tyr Phe Ala Asp Arg Phe Gly Arg Lys 

165 170 175 

Leu Cys Leu Leu Gly Thr Val Leu Val Asn Ala Val Ser Gly Val Leu 

180 185 190 

Met Ala Phe Ser Pro Asn Tyr Met Ser Met Leu Leu Phe Arg Leu Leu 

195 200 205 

Gin Gly Leu Val Ser Lys Gly Asn Trp Met Ala Gly Tyr Thr Leu lie 

210 2 15 220 

Thr Glu Phe Val Gly Ser Gly Ser Arg Arg Thr Val Ala He Met Tyr 

225 230 235 

Gin Met Ala Phe Thr Val Gly Leu Val Ala Leu Thr Gly Leu Ala Tyr 

245 "0 255 

Ala Leu Pro His Trp Arg Trp Leu Gin Leu Ala Val Ser Leu Pro Thr 

260 2 *5 270 

Phe Leu Phe Leu Leu Tyr Tyr Trp Cys Val Pro Glu Ser Pro Arg Trp 

275 280 285 

L eu Leu Ser Gin Lys Arg Asn Thr Glu Ala lie Lys He Met Asp His 

290 "5 300 

lie Ala Gin Lys Asn Gly Lys Leu Pro Pro Ala Asp Leu Lys Met Leu 

305 31° 315 

Ser Leu Glu Glu Asp Val Thr Glu Lys Leu Ser Pro Ser Phe Ala Asp 

325 33 ° 335 

Leu Phe Arg Thr Pro Arg Leu Arg Lys Arg Thr Phe He Leu Met Tyr 

340 3 « 350 

Leu Trp Phe Thr Asp Ser Val Leu Tyr Gin Gly Leu He Leu His Met 

355 360 365 

Gly Ala Thr Ser Gly Asn Leu Tyr Leu Asp Phe Leu Tyr Ser Ala Leu 

370 3 75 380 

Val Glu lie Pro Gly Ala Phe He Ala Leu He Thr He Asp Arg Val 
385 390 395 «00 

Gly Arg He Tyr Pro Met Ala Val Ser Asn Leu Leu Ala Gly Ala Ala 
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AOS «0 " 5 

C7 s Leu Val Met He Phe He Ser Pro Asp Leu His Trp Leu Asn lie 

AOS ^* 5U 

420 ^ 
II. He Met Cys Val Gly Arg Met Gly lie Thr He Ala He Gin Met 

435 **° 445 

He Cys Leu Val Asn Ala Glu Leu Tyr Pro Thr Phe Val Arg Asn Leu 



450 



45S * 60 



Cly Val Met Val C y s Ser Ser Leu C y s Asp He Gly Gl y He He Thr 
465 470 47 



Z Phe He Val Phe Arg Leu Arg Glu Val Trp Gin Ala Leu Pro Leu 

485 * 90 4 " 

II. Leu Phe Ala Val Leu Gl y Leu Leu Ala Ala Gl y Val Thr Leu Leu 

505 510 
Leu Pro Glu T^r Lys Gl y Val Ala Leu Pro Glu Thr Met L y s Asp Ala 
515 520 

540 



Val Gin Thr Ser Glu Pro Ser Gly Thr 

545 



Lys 

550 



Sequence No. : 6 
Sequence length: 350 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical : No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10013 
Sequence description 



Met Ala Val Phe Val Val Leu Leu Ala Leu Val Ala Gl 7 Val Leu Gly 

5 10 

1 T i t t vs ser Pro Gly Ser Val Val Phe Arg Asn 

Asn Glu Phe Ser lie Leu Lys ber rro v*xy 

20 

35 40 
Ser Met Gly Phe Ser Val Lys Glu Asp Leu Ser Trp Pro Gly Leu Ala 

55 60 

V«! Gly A 8 » ^» ^ — "» M " 



70 75 
65 ' 
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Pro l.eu 0X„ As. AX. V.! Pro Phe Ser llu MP Ser VaX AX. As. Ser 

105 

XX. Hi, Mr £ Phe Ser OXu OXu *hr Pro V.l V.l ,eu 01. U» A!. 

120 1Z:> 
te Ser 0" Olu - 6 V.X T,r Met V.l «, L 7S Al. As. Ser V.X Phe 

135 

». C X- Ser V.! Thr U. Ar g OX. Xeu Ar 8 As. Ar 8 - - «» 

150 

£ As. Ser V.! L» Mr Ser X«. « - *- - £ 

165 170 
A s. 0X„ Val Asp X~ L- Phe - « «. - «- ~ £ «" 

180 185 

XX. ser ser Leu L- Mr Ar g His - £ BiS 

200 

Pro Asp "u T,r Ser leu Olu » Al. .1, L« Asp Olu XX. OX, X,s 

215 

f 0 rlv Glu Asp Ser Glu Gin Phe Arg Asp Ala Ser Lys lie Leu 
Arg Tyr Gly Glu Asp ^er ^ 24Q 

230 

Z Asp AX. W OX. X,s Phe AX. Asp Asp Met V Ser Leu £ OX, 

245 

Gl7 As. Ala VaX V.X 01* Va! Thr VaX Ser Phe Asp Thr Ser 

760 2 **"* 

Leu XX. Arg X 7 . Thr Ar 8 Thr He - »- h 7 s 01. Ala As. 

975 280 

, A 1n Tvr Lvs Tyr Asn Phe Glu Tyr Ser 
Pro Ala Ser Pro Tyr Asn Leu Ala Tyr Lys lyr ^ 

290 ^-i w~4- Tie Ala Leu Ala Leu Ala 

Val Val Phe Asn Met Val Leu Trp He Met lie Ala 

310 315 
Z lie lie Thr Ser Tyr Asn He Trp Asn Met Asp Pro Gly Tyr Asp 



325 330 



TV.*- Asn Gin Lys He Arg Met Asp 
Ser He He Tyr Arg Met Thr Asn uin y 

340 



Sequence No . : 7 
Sequence length: 209 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Bomo sapiens 
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Cell kind: Fibrosarcoma 
Cell line: HT-1080 
Clone name: HP10034 
Sequence description 

Met Val Ser Ser Pro Cys Thr Gin Ala Ser Ser Arg Thr C y s Ser Arg 

5 10 " 

Asn Val Ala Leu Leu Leu Pro Asn Trp Asp Val Thr Tyr Leu Leu Arg 

35 A0 " 

Gly Leu Leu Gly Arg His Ala Met Leu Gly Thr Gly Leu Trp Gly Gly 

55 60 

50 

Gly Leu Met Val Leu Thr Ala Ala lie Leu lie Ser Leu Met Gly Trp 

70 

Arg Tyr Gly Cys Phe Ser Lys Ser Gly Leu Cys Arg Ser Val Leu Thr 

85 90 
Ma Leu Leu Ser Gly Gly Leu Ala Leu Leu Gly Ala Leu lie Cys Phe 

Val Thr Ser Gly Val Ala Leu Lys Asp Gly Pro Phe Cys Met Phe Asp 

115 120 125 

Val Ser Ser Phe Asn Gin Thr Gin Ala Trp Lys Tyr Gly Tyr Pro Phe 

130 I 35 140 

Lys Asp Leu His Ser Arg Asn Tyr Leu Tyr Asp Arg Ser Leu Trp Asn 



Ser Val Cys Leu Glu 7ro Ser Ala Ala Val Val Trp His Val Ser Le u 



150 



155 



165 



170 



175 



Phe Ser Ala Leu Leu Cys He Ser Leu Leu Gin Leu Leu Leu Val Val 

I 80 185 „ 01 

Val His Val He Asn Ser Leu Leu Gly Leu Phe Cys Ser Leu Cys Glu 

vax oj. one 



o OD 205 

195 200 



Lys 



Sequence No . : 8 

Sequence length: 163 

Sequence type: Amino acid 

Topology : Linear 

Sequence kind: Protein 

Hypothetical: No 

Original source: 

Organism species: Homo sapiens 
Cell kind: Fibrosarcoma 
Cell line: HT-1080 




PCT/JP97/04056 
WO 98/21328 

101 

Clone name: HP10050 
Sequence description 

Met Ala Ala Gly Leu Phe Gly Leu Ser Ala Arg Arg Leu Leu Ala Ala 

1 5 10 15 

Ala Ala Thr Arg Gly Leu Pro Ala Ala Arg Val Arg Trp Glu Ser Ser 

20 25 30 

Phe Ser Arg Thr Val Val Ala Pro Ser Ala Val Ala Gly Lys Arg Pro 

35 40 * 5 

Pro Glu Pro Thr Thr Pro Trp Gin Glu Asp Pro Glu Pro Glu Asp Glu 

50 55 60 

Asn Leu Tyr Glu Lys Asn Pro Asp Ser His Gly Tyr Asp Lys Asp Pro 



65 



70 75 80 



Val Leu Asp Val Trp Asn Met Arg Leu Val Phe Phe Phe Gly Val Ser 

85 90 « 

He He Leu Val Leu Gly Ser Thr Phe Val Ala Tyr Leu Pro Asp Tyr 

100 105 11° 

Arg Cys Thr Gly Cys Pro Arg Ala Trp Asp Gly Met Lys Glu Trp Ser 

115 120 I 25 

Arg Arg Glu Ala Glu Arg Leu Val Lys Tyr Arg Glu Ala Asn Gly Leu 

130 135 1^0 

Pro He Met Glu Ser Asn Cys Phe Asp Pro Ser Lys He Gin Leu Pro 

145 

Glu Asp Glu 



Sequence No, : 9 
Sequence length: 92 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP10071 
Sequence description 

Met Thr Lys Leu Ala Gin Trp Leu Trp Gly Leu Ala He Leu Gly Ser 



1 



5 10 15 



Thr Trp Val Ala Leu Thr Thr Gly Ala Leu Gly Leu Glu Leu Pro Leu 

20 25 30 

Ser Cys Gin Glu Val Leu Trp Pro Leu Pro Ala Tyr Leu Leu Val Ser 
35 «0 45 



WO 98/21328 
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Ala Gly Cys Tyr Ala Leu Gly Thr 

50 55 
His Asp Cys Glu Asp Ala Ala Arg 

65 70 
Ala Arg Ala Asp Leu Ala Arg Arg 
85 



102 

Val Gly Tyr Arg Val Ala Thr Phe 
60 

Glu Leu Gin Ser Gin He Gin Glu 
75 80 
Gly Leu Arg Phe 
90 



Sequence No . : 10 
Sequence length: 172 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10076 
Sequence description 

Met Glu Tyr Leu Ala His Pro Ser Thr Leu Gly Leu Ala Val Gly Val 

1 5 10 15 

Ala Cys Gly Met Cys Leu Gly Trp Ser Leu Arg Val Cys Phe Gly Met 

20 25 30 

Leu Pro Lys Ser Lys Thr Ser Lys Thr His Thr Asp Thr Glu Ser Glu 

35 4° 45 

Ala Ser He Leu Gly Asp Ser Gly Glu Tyr Lys Met He Leu Val Val 

50 55 60 • 

Arg Asn Asp Leu Lys Met Gly Lys Gly Lys Val Ala Ala Gin Cys Ser 
65 70 75 80 

His Ala Ala Val Ser Ala Tyr Lys Gin He Gin Arg Arg Asn Pro Glu 

85 9° 95 

Met Leu Lys Gin Trp Glu Tyr Cys Gly Gin Pro Lys Val Val Val Lys 

100 105 HO 

Ala Pro Asp Glu Glu Thr Leu He Ala Leu Leu Ala His Ala Lys Met 

115 120 125 

Leu Gly Leu Thr Val Ser Leu He Gin Asp Ala Gly Arg Thr Gin He 

130 135 140 

Ala Pro Gly Ser Gin Thr Val Leu Gly He Gly Pro Gly Pro Ala Asp 
145 150 155 160 

Leu He Asp Lys Val Thr Gly His Leu Lys Leu Tyr 
165 170 
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Sequence No.: 11 
Sequence length: 149 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10085 
Sequence description 
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Met Met Thr Lys His Lys Lys Cys Phe He He Val Gly Val Leu He 



1 



5 



10 15 
Thr Thr Asn He He Thr Leu He Val Lys Leu Thr Arg Asp Ser Gin 

20 25 30 

Ser Leu Cys Pro Tyr Asp Trp He Gly Phe Gin Asn Lys Cys Tyr Tyr 

35 40 45 

Phe Ser Lys Glu Glu Gly Asp Trp Asn Ser Ser Lys Tyr Asn Cys Ser 

50 55 
Thr Gin His Ala Asp Leu Thr lie He Asp Asn He Glu Glu Met Asn 

65 

Phe Leu Arg Arg Tyr Lys Cys Ser Ser Asp His Trp He Gly Leu Lys 

85 9° 95 

Met Ala Lys Asn Arg Thr Gly Gin Trp Val Asp Gly Ala Thr Phe Thr 

100 105 HO 

Lys Ser Phe Gly Met Arg Gly Ser Glu Gly Cys Ala Tyr Leu Ser Asp 

115 120 125 

Asp Gly Ala Ala Thr Ala Arg Cys Tyr Thr Glu Arg Lys Trp He Cys 
130 135 1*0 

Arg Lys Arg He His 
145 



Sequence No. : 12 
Sequence length: 188 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 
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Cell kind: Stomach cancer 
Clone name: HP10122 
Sequence description 

Met Ser Thr Met Phe Ala Asp Thr Leu Leu He Val Phe He Ser Val 

1 5 10 15 

Cys Thr Ala Leu Leu Ala Glu Gly He Thr Trp Val Leu Val Tyr Arg 

20 25 30 

Thr Asp Lys Tyr Lys Arg Leu Lys Ala Glu Val Glu Lys Gin Ser Lys 

35 *° 45 

Lys Leu Glu Lys Lys Lys Glu Thr He Thr Glu Ser Ala Gly Arg Gin 

50 55 60 

Gin Lys Lys Lys He Glu Arg Gin Glu Glu Lys Leu Lys Asn Asn Asn 
65 70 . 75 80 

Arg Asp Leu Ser Met Val Arg Met Lys Ser Met Phe Ala He Gly Phe 

85 90 95 

Cys Phe Thr Ala Leu Met Gly Met Phe Asn Ser He Phe Asp Gly Arg 

100 105 HO 

Val Val Ala Lys Leu Pro Phe Thr Pro Leu Ser Tyr He Gin Gly Leu 

115 120 125 

Ser His Arg Asn Leu Leu Gly Asp Asp Thr Thr Asp Cys Ser Phe He 

130 135 1^0 

Phe Leu Tyr He Leu Cys Thr Met Ser He Arg Gin Asn He Gin Lys 
145 150 155 160 

He Leu Gly Leu Ala Pro Ser Arg Ala Ala Thr Lys Gin Ala Gly Gly 

165 170 175 

Phe Leu Gly Pro Pro Pro Pro Ser Gly Lys Phe Ser 
180 185 



Sequence No.: 13 
Sequence length: 215 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10136 
Sequence description 

Met Val Leu Leu Thr Met He Ala Arg Val Ala Asp Gly 
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10 15 



1 5 
Ala Ala Ser Met Gin Glu Asp Glu Gin Ser Gly Arg Asp Leu Gin Gin 



20 



25 



30 



Tyr Gin Ser Gin Ala Lys Gin Leu Phe Arg Lys Leu Asn Glu Gin Ser 

35 AO 45 

Pro Thr Arg Cys Thr Leu Glu Ala Gly Ala Met Thr Phe His Tyr He 



ss 60 
50 35 . _ 

He Glu Gin Gly Val Cys Tyr Leu Val Leu Cys Glu Ala Ala Phe Pro 

65 70 75 80 

Lys Lys Leu Ala Phe Ala Tyr Leu Glu Asp Leu His Ser Glu Phe Asp 

85 90 95 

Glu Gin His Gly Lys Lys Val Pro Thr Val Ser Arg Pro Tyr Ser Phe 

100 105 HO 

He Glu Phe Asp Thr Phe He Gin Lys Thr Lys Lys Leu Tyr lie Asp 

115 120 125 

Ser Arg Ala Arg Arg Asn Leu Gly Ser He Asn Thr Glu Leu Gin Asp 

130 "5 "0 

Val Gin Arg He Met Val Ala Asn He Glu Glu Val Leu Gin Arg Gly 

145 150 I 55 160 

Glu Ala Leu Ser Ala Leu Asp Ser Lys Ala Asn Asn Leu Ser Ser Leu 

165 170 175 

Ser Lys Lys Tyr Arg Gin Asp Ala Lys Tyr Leu Asn Met Arg Ser Thr 

185 190 
Tyr Ala Lys Leu Ala Ala Val Ala Val Phe Phe He Met Leu He Val 

195 200 205 

Tyr Val Arg Phe Trp Trp Leu 
210 215 



Sequence No.: 14 

Sequence length: 112 

Sequence type: Amino acid 

Topology : Linear 

Sequence kind: Protein 

Hypothetical : No 

Original source: 

Organism species: Homo sapiens 
Cell kind: Stomach cancer 
Clone name: HP10175 
Sequence description 



Met Gin Asp Thr Gly Ser Val Val Pro Leu His Trp Phe Gly Phe Gly 

1 5 1° 15 

Tyr Ala Ala Leu Val Ala Ser Gly Gly lie He Gly Tyr Val Lys Ala 
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20 25 



106 

30 



Gly Ser Val Pro Ser Leu Ala Ala Gly Leu Leu Phe Gly Ser Leu Ala 

35 40 A5 

Gly Leu Gly Ala Tyr Gin Leu Ser Gin Asp Pro Arg Asn Val Trp Val 

cc 60 

50 

Phe Leu Ala Tar Ser Gly Thr Leu Ala Gly He Met Gly Met Arg Phe 

70 75 
Tyr His Ser Gly Lys Phe Met Pro Ala Gly Leu lie Ala Gly Ala Ser 

85 *° 95 

L eu Leu Met Val Ala Lys Val Gly Val Ser Met Phe Asn Arg Pro His 



100 



105 



110 



Sequence No . ; 15 
Sequence length: 114 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10179 
Sequence description 



Met Glu Lys Pro Leu Phe Pro Leu Val Pro Leu His Trp Phe Gly Phe 

Gly Tyr Thr Ala Leu Val Val Ser Gly Gly lie Val Gly Tyr Val Lys 

20 « 30 

Tfcr Gly Ser Val Pro Ser Leu Ala Ala Gly Leu Leu Phe Gly Ser Leu 

35 40 45 

Ala Gly Leu Gly Ala Tyr Gin Leu Tyr Gin Asp Pro Arg Asn Val Trp 

cc 60 

50 

Gly Phe Leu Ala Ala Thr Ser Val Thr Phe Val Gly Val Met Gly Met 

70 

Arg Ser Tyr Tyr Tyr Gly Lys Phe Met Pro Val Gly Leu He Ala Gly 

85 90 95 

Ala Ser Leu Leu Met Ala Ala Lys Val Gly Val Arg Met Leu Met Thr 



100 lu:> 



Ser Asp 



Sequence No • : 16 
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Sequence length: 327 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP10196 
Sequence description 

Met Ala Ala Ala Ala Ala Ala Ala Ala Ala Thr Asn Gly Thr Gly Gly 

x 5-10 15 

Ser Ser Gly Met Glu Val Asp Ala Ala Val Val Pro Ser Val Met Ala 

20 25 30 

Cys Gly Val Thr Gly Ser Val Ser Val Ala Leu His Pro Leu Val He 

35 40 45 

Leu Asn He Ser Asp His Trp He Arg Met Arg Ser Gin Glu Gly Arg 

50 55 60 

Pro Val Gin Val He Gly Ala Leu He Gly Lys Gin Glu Gly Arg Asn 

65 70 
He Glu Val Met Asn Ser Phe Glu Leu Leu Ser His Thr Val Glu Glu 

85 90 95 

Lys He He He Asp Lys Glu Tyr Tyr Tyr Thr Lys Glu Glu Gin Phe 

100 105 HO 

Lys Gin Val Phe Lys Glu Leu Glu Phe Leu Gly Trp Tyr Thr Thr Gly 

115 120 125 

Gly Pro Pro Asp Pro Ser Asp He His Val His Lys Gin Val Cys Glu 

!30 135 1*0 

He He Glu Ser Pro Leu Phe Leu Lys Leu Asn Pro Met Thr Lys Hzs 

145 

Thr Asp Leu Pro Val Ser Val Phe Glu Ser Val He Asp He He Asn 

165 170 I 75 

Gly Glu Ala Thr Met Leu Phe Ala Glu Leu Thr Tyr Thr Leu Ala Thr 

180 185 190 

Glu Glu Ala Glu Arg He Gly Val Asp His Val Ala Arg Met Thr Ala 

195 200 205 

Thr Gly Ser Gly Glu Asn Ser Thr Val Ala Glu His Leu He Ala Gin 

210 215 220 

His Ser Ala He Lys Met Leu His Ser Arg Val Lys Leu He Leu Glu 
225 230 235 240 

Tyr Val Lys Ala Ser Glu Ala Gly Glu Val Pro Phe Asn His Glu He 
245 250 255 
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Leu Arg Glu Ala Tyr Ala Leu Cys His Cys Leu Pro Val Leu Ser Thr 

260 265 270 

Asp Lys Phe Lys Thr Asp Phe Tyr Asp Gin Cys Asn Asp Val Gly Leu 

275 280 285 

Met Ala Tyr Leu Gly Thr He Thr Lys Thr Cys Asn Thr Met Asn Gin 

290 295 300 

Phe Val Asn Lys Phe Asn Val Leu Tyr Asp Arg Gin Gly He Gly Arg 
305 310 315 320 

Arg Met Arg Gly Leu Phe Phe 
325 



Sequence No.: 17 
Sequence length: 373 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical : No 
Original source : 

Organism species: Homo sapiens 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP10235 
Sequence description 

Met Thr Leu Cys Ala Met Leu Pro Leu Leu Leu Phe Thr Tyr Leu Asn 

1 5 10 15 

Ser Phe Leu His Gin Arg He Pro Gin Ser Val Arg He Leu Gly Ser 

20 25 30 

Leu Val Ala He Leu Leu Val Phe Leu He Thr Ala He Leu Val Lys 

35 40 45 

Val Gin Leu Asp Ala Leu Pro Phe Phe Val He Thr Met He Lys He 

50 55 60 

Val Leu He Asn Ser Phe Gly Ala He Leu Gin Gly Ser Leu Phe Gly 
65 70 75 80 

Leu Ala Gly Leu Leu Pro Ala Ser Tyr Thr Ala Pro He Met Ser Gly 

85 90 95 

Gin Gly Leu Ala Gly Phe Phe Ala Ser Val Ala Met He Cys Ala He 

100 105 HO 

Ala Ser Gly Ser Glu Leu Ser Glu Ser Ala Phe Gly Tyr Phe He Thr 

U5 120 125 

Ala Cys Ala Val He He Leu Thr He He Cys Tyr Leu Gly Leu Pro 

130 135 "0 

Arg Leu Glu Phe Tyr Arg Tyr Tyr Gin Gin Leu Lys Leu Glu Gly Pro 
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145 150 155 160 

Gly Glu Gin Glu Thr Lys Leu Asp Leu lie Ser Lys Gly Glu Glu Pro 

165 170 175 

Arg Ala Gly Lys Glu Glu Ser Gly Val Ser Val Ser Asn Ser Gin Pro 

180 185 190 

Thr Asn Glu Ser His Ser lie Lys Ala He Leu Lys Asn He Ser Val 

195 200 205 

Leu Ala Phe Ser Val Cys Phe He Phe Thr He Thr He Gly Met Phe 

210 215 220 

Pro Ala Val Thr Val Glu Val Lys Ser Ser He Ala Gly Ser Ser Thr 
225 230 235 240 

Trp Glu Arg Tyr Phe He Pro Val Ser Cys Phe Leu Thr Phe Asn lie 

245 250 255 

Phe Asp Trp Leu Gly Arg Ser Leu Thr Ala Val Phe Met Trp Pro Gly 

260 265 270 

Lys Asp Ser Arg Trp Leu Pro Ser Leu Val Leu Ala Arg Leu Val Phe 

275 280 285 

Val Pro Leu Leu Leu Leu Cys Asn He Lys Pro Arg Arg Tyr Leu Thr 

290 295 300 

Val Val Phe Glu His Asp Ala Trp Phe He Phe Phe Met Ala Ala Phe 
305 310 315 320 

Ala Phe Ser Asn Gly Tyr Leu Ala Ser Leu Cys Met Cys Phe Gly Pro 

325 330 335 

Lys Lys Val Lys Pro Ala Glu Ala Glu Thr Ala Gly Ala He Met Ala 

340 345 350 

Phe Phe Leu Cys Leu Gly Leu Ala Leu Gly Ala Val Phe Ser Phe Leu 

355 360 365 

Phe Arg Ala He Val 
370 



Sequence No. : 18 

S e quenc e 1 eng th : 183 

Sequence type: Amino acid 

Topology: Linear 

Sequence kind: Protein 

Hypothetical: No 

Original source : 

Organism species: Homo sapiens 
Cell kind: Stomach cancer 
Clone name: HP10297 

Sequence description 
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Met Lys Leu Leu Ser Leu Val Ala Val Val Gly Cys Leu Leu Val Pro 

! 5 1° 15 

Pro Ala Glu Ala Asn Lys Ser Ser Glu Asp He Arg Cys Lys Cys He 

25 30 



20 



Cys Pro Pro Tyr Arg Asn He Ser Gly His lie Tyr Asn Gin Asn Val 

35 40 45 

Ser Gin Lys Asp Cys Asn Cys Leu His Val Val Glu Pro Met Pro Val 

Gly His Asp Val Glu Ala Tyr Cys Leu Leu Cys Glu Cys Arg Tyr 



Glu Glu Arg Ser Thr Thr Thr He Lys Val He He Val He Tyr Leu 



85 



90 95 



Ser Val Val Gly Ala Leu Leu Leu Tyr Met Ala Phe Leu Met Leu Val 

100 HO 
Asp Pro Leu He Arg Lys Pro Asp Ala Tyr Thr Glu Gin Leu His Asn 

115 12° 125 

Glu Glu Glu Asn Glu Asp Ala Arg Ser Met Ala Ala Ala Ala Ala Ser 

130 135 "° 

Leu Gly Gly Pro Arg Ala Asn Thr Val Leu Glu Arg Val Glu Gly Ala 

145 150 155 160 

Gin Gin Arg Trp Lys Leu Gin Val Gin Glu Gin Arg Lys Thr Val Phe 



165 

Asp Arg His Lys Met Leu Ser 
180 



170 



175 



Sequence No. : 19 
Sequence length: 116 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP10299 
Sequence description 

Met Ala Ser Thr Val Val Ala Val Gly Leu Thr lie Ala Ala Ala Gly 

j. 5 1° 15 

Phe Ala Gly Arg Tyr Val Leu Gin Ala Met Lys His Met Glu Pro Gin 

20 25 30 

Val Lys Gin Val Phe Gin Ser Leu Pro Lys Ser Ala Phe Ser Gly Gly 



35 
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Tyr Tyr Arg Gly Gly Phe Glu Pro Lys Met Thr Lys Arg Glu Ala Ala 

50 55 60 

Leu He Leu Gly Val Ser Pro Thr Ala Asn Lys Gly Lys He Arg Asp 
65 70 " 80 

Ala His Arg Arg He Met Leu Leu Asn His Pro Asp Lys Gly Gly Ser 

85 90 95 

Pro Tyr He Ala Ala Lys He Asn Glu Ala Lys Asp Leu Leu Glu Gly 

100 105 HO 

Gin Ala Lys Lys 
115 



Sequence No.: 20 
Sequence length: 152 
Sequence type : Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical : No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10301 
Sequence description 

Met Ala Val Leu Ser Lys Glu Tyr Gly Phe Val Leu Leu Thr GLy Ala 

! 5 10 15 

Ala Ser Phe He Met Val Ala His Leu Ala He Asn Val Ser Lys Ala 

20 25 30 

Arg Lys Lys Tyr Lys Val Glu Tyr Pro He Met Tyr Ser Thr Asp Pro 

35 4° 45 

Glu Asn Gly His He Phe Asn Cys He Gin Arg Ala His Gin Asn Thr 

50 55 60 

Leu Glu Val Tyr Pro Pro Phe Leu Phe Phe Leu Ala Val Gly Gly Val 
65 70 75 80 

Tyr His Pro Arg He Ala Ser Gly Leu Gly Leu Ala Trp He Val Gly 

85 90 95 

Arg Val Leu Tyr Ala Tyr Gly Tyr Tyr Thr Gly Glu Pro Ser Lys Arg 

100 105 11° 

Ser Arg Gly Ala Leu Gly Ser He Ala Leu Leu Gly Leu Val Gly Thr 

115 120 I 25 

Thr Val Cys Ser Ala Phe Gin His Leu Gly Trp Val Lys Ser Gly Leu 

130 135 1^° 

Gly Ser Gly Pro Lys Cys Cys His 
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145 150 



Sequence No . : 21 
Sequence length: 559 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Liver 

Clone name: HP10302 
Sequence description 



Cy s Thr Ala Val J «X» - ~ »- S « - " l ^ L - 
T rp OI 7 Ser - - ». - £ - «» ~ ~ ~ 

^ C y s Pro Ala Cl» Ser S.r * A- Thr 0I» «P »• «- - 

50 „ rw «. Asp Ota Gin Asp 61« «•« H™ "» W Gly 

Arg Trp Pro Gly Cys Asp ^xi *- 8Q 

70 

£ ii. «, .« - « — « Lea Pto Leu G £ Ile 

85 90 
« « A*p Arg Phe 0I 7 Pro A, P,o V.1 A, X- V.X «, M. AU 

cy s P.* Thr T. Ser C JS Thr X- » Al. L*« Ala Ser Ar 8 Asp Va! 

IIS 120 

135 

OI 7 £ lie C„ X- - ~ - - >~ f- - *" * 

150 

145 y t Ars Ser Thr Leu Met Ala Leu Met lie Gly Ser Tyr Ala 

Gly Asn Leu Arg Ser inr x, 1?5 

S.r Ser Ala Ile Tar Phe Pro 01, IX. , 7 = - Ha T,r Asp A!. GI 7 

V.1 Al. Phe Tl V.1 Xle Met Phe - Tr, Ser 01, X~ Al. C y s X- 

- 200 

XX. Ph. Z Asr. 0 7 . Thr - AS» Trp Pro IX. «U AX. Phe Pro AX. 

215 z 
210 , t t i fl t v n Leu Ser Gly Leu Ala 

Pro Glu Glu Val Asn Tyr Thr Lys Lys He Lys Leu 
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"u Asp His Lys Val Thr Gly Asp Leu Phe Tyr Thr His Val Thr Thr 

245 250 255 

Met Gly Gin Arg Leu Ser Gin Lys Ala Pro Ser Leu Glu Asp Gly Ser 

260 265 270 

Asp Ala Phe Met Ser Pro Gin Asp Val Arg Gly Thr Ser Glu Asn Leu 



230 



235 



24 0 



280 



285 



Pro Glu Arg Ser Val Pro Leu Arg Lys Ser Leu Cys Ser Pro Thr Phe 

oqs 300 

290 

Leu Trp Ser Leu Leu Thr Met Gly Met Thr Gin Leu Arg lie He Phe 
305 310 315 320 

Tyr Met Ala Ala Val Asn Lys Met Leu Glu Tyr Leu Val Thr Gly Gly 

325 330 
Gin Glu His Glu Thr Asn Glu Gin Gin Gin Lys Val Ala Glu Thr Val 

340 345 
Gly Phe Tyr Ser Ser Val Phe Gly Ala Met Gin Leu Leu Cys Leu Leu 

355 360 365 

Thr Cys Pro Leu He Gly Tyr He Met Asp Trp Arg He Lys Asp Cys 



370 

Val Asp Ala Pro Thr Gin Gly Thr Val Leu Gly Asp Ala Arg Asp Gly 



375 



380 



385 



oqc 400 
390 3y ~> 



Val Ala Thr Lys Ser He Arg Pro Arg Tyr Cys Lys He Gin Lys Leu 

405 « 10 A15 

Thr Asn Ala He Ser Ala Phe Thr Leu Thr Asn Leu Leu Leu Val Gly 

™ 425 , «. 

Phe Gly He Thr Cys Leu lie Asn Asn Leu His Leu Gin Phe Val Thr 

445 



435 



440 



Phe Val Leu His Thr He Val Arg Gly Phe Phe His Ser Ala Cys Gly 

450 *55 *6° 

Ser Leu Tyr Ala Ala Val Phe Pro Ser Asn His Phe Gly Thr Leu Thr 

465 * 70 475 

Gly Leu Gin Ser Leu He Ser Ala Val Phe Ala Leu Leu Gin Gin Pro 

490 495 



485 



L eu Phe Met Ala Met Val Gly Pro Leu Lys Gly Glu Pro Phe Trp Val 



500 



505 



Asn 



Leu Gly Leu Leu Leu Phe Ser Leu Leu Gly Phe Leu Leu Pro Ser 



515 



520 



525 



Tyr Leu Phe Tyr Tyr Arg Ala Arg Leu Gin Gin Glu Tyr Ala Ala Asn 

S35 540 

530 

Gly Met Gly Pro Leu Lys Val Leu Ser Gly Ser Glu Val Thr Ala 
545 



Sequence No.: 22 
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114 

Sequence length: 330 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Osteosarcoma 

Cell line: U-2 OS 

Clone name: HP10304 
Sequence description 

Met Glu Gly Ala Pro Pro Gly Ser Leu Ala Leu Arg Leu Leu Leu Phe 

! 5 .10 15 

Val Ala Leu Pro Ala Ser Gly Trp Leu Thr Thr Gly Ala Pro Glu Pro 

20 25 30 

Pro Pro Leu Ser Gly Ala Pro Gin Asp Gly He Arg He Asn Val Thr 

35 40 45 

Thr Leu Lys Asp Asp Gly Asp He Ser Lys Gin Gin Val Val Leu Asn 

50 " 60 

He Thr Tyr Glu Ser Gly Gin Val Tyr Val Asn Asp Leu Pro Val Asn 

7s 80 
65 70 75 

Ser Gly Val Thr Arg He Ser Cys Gin Thr Leu He Val Lys Asn Glu 

85 90 « 

Asn Leu Glu Asn Leu Glu Glu Lys Glu Tyr Phe Gly He Val Ser Val 

100 105 HO 

Arg He Leu Val His Glu Trp Pro Met Thr Ser Gly Ser Ser Leu Gin 

115 120 I 25 

Leu He Val He Gin Glu Glu Val Val Glu He Asp Gly Lys Gin Val 

130 "5 140 

Gin Gin Lys Asp Val Thr Glu He Asp He Leu Val Lys Asn Arg Gly 

1A5 150 155 160 

Val Leu Arg His Ser Asn Tyr Thr Leu Pro Leu Glu Glu Ser Met Leu 

165 170 1 ?5 

Tyr Ser He Ser Arg Asp Ser Asp He Leu Phe Thr Leu Pro Asn Leu 

180 185 190 

Ser Lys Lys Glu Ser Val Ser Ser Leu Gin Thr Thr Ser Gin Tyr Leu 

195 200 205 

He Arg Asn Val Glu Thr Thr Val Asp Glu Asp Val Leu Pro Gly Lys 

210 215 220 

Leu Pro Glu Thr Pro Leu Arg Ala Glu Pro Pro Ser Ser Tyr Lys Val 

225 230 235 240 

Met Cys Gin Trp Met Glu Lys Phe Arg Lys Asp Leu Cys Arg Phe Trp 

245 250 255 
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s.r « Val ». P» V! ~ «. - - - ~ « « 

960 2 **** 

01J x!e ^ « T - - V.! V.! II. T XI. « £ 'a! Phe Phe 

„ 7 c 280 

„ v.x s" «- ^ «x n. «- - £ - ~ ~ 

295 

n . To Val Tnr Ma II. Asn Leu T yr Pro Asp Gly - «» Lys Ar* 

305 310 T1 

Ala Glu Asn Leu Glu Asp Lys Thr Cys lie 



Sequence No - : 23 
Sequence length: 108 
Sequence type: Amino acid 
Topology: Linear 
Sequence kind: Protein 
Hypothetical: No 
Original source: 

Organism species: Homo sapiens 

Cell kind: Osteosarcoma 

Cell line: HU-2 OS 

Clone name: HP10305 
Sequence description 



« t M Thr Ser Ser Ser Ser Val Arg Val Glu Trp He Ala Ala 
Met Ser Leu Thr ber set * 15 

5 10 
1 win- ai ai a Tip Glv Tvr Leu Ala Tyr Lys 

Val Thr He Ala Ala Gly Thr Ala Ala He Gly Ty 

20 25 

, s 40 * 3 

* Acn Pro Lys He Val His Ala Phe Asp Met Glu Asp 
He Gin Lys Asp Asn Pro Lys xxe 

55 6 
^ o" A.p - V! nr c y3 * 0 JS ~P «s ^ V,- *• 

70 



85 90 



Asn Val Gly Pro Leu lie lie Lys Lys Lys Glu Thr 
100 105 



Sequence No- : 24 
Sequence length: 101 
Sequence type: Amino a 
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Topology : Linear 
Sequence kind: Protein 
Hypothetical : No 
Original source : 

Organism species: Homo sapiens 

Cell kind: Osterosarcoma 

Cell line: U-2 OS 

Clone name: HP10306 
Sequence description 

Met Asn Leu Glu Arg Val Ser Asn Glu Glu Lys Leu Asn Leu Cys Arg 

1 5 10 15 

Lys Tyr Tyr Leu Gly Gly Phe Ala Phe Leu Pro Phe Leu Trp Leu Val 

20 25 30 

Asn He Phe Trp Phe Phe Arg Glu Ala Phe Leu Val Pro Ala Tyr Thr 

35 40 45 

Glu Gin Ser Gin He Lys Gly Tyr Val Trp Arg Ser Ala Val Gly Phe 

50 55 60 

Leu Phe Trp Val He Val Leu Thr Ser Trp He Thr He Phe Gin He 
65 70 75 80 

Tyr Arg Pro Arg Trp Gly Ala Leu Gly Asp Tyr Leu Ser Phe Thr He 

85 90 95 

Pro Leu Gly Thr Pro 
100 



Sequence No.: 25 
Sequence length: 372 
Sequence type: Amino acid 
Topology : Linear 
Sequence kind: Protein 
Hypothetical : No 
Original sources 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10328 
Sequence description 

Met Lys Tyr Leu Arg His Arg Arg Pro Asn Ala Thr Leu He Leu Ala 

x 5 10 15 

He Gly Ala Phe Thr Leu Leu Leu Phe Ser Leu Leu Val Ser Pro Pro 

20 25 30 

Thr Cys Lys Val Gin Glu Gin Pro Pro Ala He Pro Glu Ala Leu Ala 
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r* Mr Her V.1 Thr Hi. Pro Asp - Al. - «» "° ^ 

70 

Gin ... Pne Leu Leu Tyr Ar g 1. C,. Hi. Phe Pro Leu Leu 0 1. 

A . P V.1 Pro Pro Ser L,s C Ala Gin p" V.1 Phe Leu Leu I~ -1 

100 105 

*o« Tvr Val Arc Are Glu Leu Leu Arg Arg 
He Lys Ser Ser Pro Ser Asn Tyr Val Arg g 

» Val Ar „ Gly Leu Gin Leu Arg Leu Leu 

Thr Trp Gly Arg Glu Arg Lys Val Arg Gly 

135 

Pbe Z v.1 ol, Thr Al. Mr Asn « - 01» Ai. Ar g L,. « - 

150 155 
Z Leu Leu Slu Leu Olu Al. «- ™ Hi. .1, MP He Leu 01. *c 

165 170 
A ,p Pne Hi. Asp Mr Phe Pne A.n £ Thr Leu L,s 01. V.1 Leu Phe 

Leu G l. Trp "in Olu Tnr Ar g c,. aT. A.n Al. Ser P.. v.1 .en As. 

01, Asp a" A.p V.1 Pne Al. Z Tnr Asp A.n Met v.1 Pne T,r .en 

215 

Gl. I.p Hi. Asp Pro Gl, Ar g Hi. Leu - - 01, 01. - ^ £ 

230 

1" V.1 01, Pro tie Arg Al. Pne Trp Ser L,s T,r T,r V.1 Pro Glu 

V.1 V.1 Thr Gin Ten «. Are T,r Pro Pro T,r 0,. 01, 01, 01, 01, 

260 

Pne Leu Leu Ser Ar g Phe Thr Al. Al. Al. Leu Ar g Ar g Al. Al. Hi. 

280 

Val Leu Z * - P- n. A.p A.p V.1 Phe Leu 01, Her C,. Leu 

295 

Glu Leu Glu 01, Leu L,s Pro Ala Ser Hi. Ser Gl, He Ar g Thr Ser 

310 

T v 1 Ate Ala Pro Ser Gin His Leu Ser Ser Phe Asp Pro Cys Phe 
Gly Val Arg Ala rro 335 

325 

345 

Leu Her Trp Z Al. Leu A.. Oln Pro A.n Leu Thr G,. 01, A.n CI. 



355 360 



Thr Gin He Tyr 
370 
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Sequence No.: 26 

Sequence length: 615 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP00442 
Sequence description 

ATGACGGGGC TAGCACTGCT CTACTCCGGG GTCTTCGTGG CCTTCTGGGC CTGCGCGCTG 60 
GCCGTGGGAG TCTGCTACAC CATTTTTGAT TTGGGCTTCC GCTTTGATGT GGCATGGTTC 120 
CTGACGGAGA CTTCGCCCTT CATGTGGTCC AACCTGGGCA TTGGCCTAGC TATCTCCCTG 180 
TCTGTGGTTG GGGCAGCCTG GGGCATCTAT ATTACCGGCT CCTCCATCAT TGG TGGAGGA 240 
GTGAAGGCCC CCAGGATCAA GACCAAGAAC CTGGTCAGCA TCATCTTCTG TGAGGCTGTG 300 
GCCATCTACG GCATCATCAT GGCAATTGTC ATTAGCAACA TGGCTGAGCC TTTCAGTGCC 360 
ACAGACCCCA AGGCCATCGG CCATCGGAAC TACCATGCAG GCTACTCCAT GTTTGGGGCT 420 
GGCCTCACCG TAGGCCTGTC TAACCTCTTC TGTGGAGTCT GCGTGGGCAT CGTGGGCAGT 480 
GGGGCTGCCC TGGCCGATGC TCAGAACCCC AGCCTCTTTG TAAAGATTCT CATCGTGGAG 540 
ATCTTTGGCA GCGCCATTGG CCTCTTTGGG GTCATCGTCG CAATTCTTCA GACCTCCAGA 600 
GTGAAGATGG GTGAC 



615 



Sequence No.: 27 

Sequence length: 1113 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Leukocyte 

Clone name: HP00804 
Sequence description 

ATGTCCCATG AAAAGAGTTT TTTGGTGTCT GGGGACAACT ATCCTCCCCC CAACCCTGGA 60 
TATCCGGGGG GGCCCCAGCC ACCCATGCCC CCCTATGCTC AGCCTCCCTA CCCTGGGGCC 120 
CCTTACCCAC AGCCCCCTTT CCAGCCCTCC CCCTACGGTC AGCCAGGGTA CCCCCATGGC 180 
CCCAGCCCCT ACCCCCAAGG GGGCTACCCA CAGGGTCCCT ACCCCCAAGG GGGCTACCCA 240 
CAGGGCCCCT ACCCACAAGA GGGCTACCCA CAGGGCCCCT ACCCCCAAGG GGGCTACCCC 300 



PCT/JP97/04056 
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119 



_ ri .- rrrT ATGGACAGCC ACAGGTCTTC 

^ccat c = c = - A^GG^ 

CGAGGACAAG ACCCTGAGTC ^ CIGG OA T G ACAAGAGCAT GCGACAGGCC 

TACTATGACA ACCAGGACTI ^^CCCT GTCCACGGTG 

TTCATCCGCA AGGTGTTCCT AGTGCTGACC TTGGAGCIG ^ 
TCTGTGTTCA CTTTTGTTGC GGAGO TGAAG TCAGCTGTTG TGGGGACTTC 

TATGTCTCCT ATGCTGTCTT OTTOATOTC, CTCAT ^ „ 

CGGCGAAAGC ACCCCIGGAA ACCGAGGCAG TCATCATGGG CGTCGGCATC 

ATGGTGGGGA .GATGGGGAG CTTC^CAAC ACCGAGG^ ^ 
ACCACAGCCG TCTGCTTCAC CGTCGTCATC * ^CATCTTCGC CATTCTCTGC 

— c = = S= = = 

TACATCCTCA CCATCATTGG CCGCGCCAAG GAG 



360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 



Sequence No . : 28 

Sequence length: 537 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDHA to mRKA 

Original source: 

. „ m CT , P ries: Homo sapiens 
Organism species. 

Cell kind: Stomach cancer 

Clone name: HP01098 

Sequence description 



„c := = - ssss 

^ =Z = = = 

TTTCATAGAG GAGATCTTCT CTTTCTAACA ^CGAGTT^ AGTCTTGAAG 
GAAATTGTTG TTTTTAGGAT AGAAGGAAGA GAGATTCCTA ^ 
ATTCATGAAA AGCAAAATGG ^TATCAAG ^ AGAAAAAAGA TGTTGTGGGG 

GATGACCGAG GCCTCTATAA ******* ^qq^CATGAA TGACTATCCT 

agagccaggg = cc = a tgctggttca tcgtgag 

AAATTTAAGT ATGCAGTTC 1 



60 
120 
180 
240 
300 
360 
420 
480 
537 



Sequence No. : 29 
Sequence length: 1041 
Sequence type: Nucleic 
Strandedness: Double 
Topology: Linear 



PCT/JP97/04056 

WO 98/21328 

120 

Sequence kind: cDHA to mRNA 
Original source: 

Organism species: Homo sapiens 

Cell kind: Liver 

Clone name: HP01148 
Sequence description 

ATGGCTCTGC TATTCTCCTT GATCCTTGCC ATTTGCACCA GACCTGGATT CCTAGCGTCT 
CCATCTGGAG TGCGGCTGGT GGGGGGCCTC CACCGCTGTG AAGGGCGGGT GGAGGTGGAA 
CAGAAAGGCC AGTGGGGCAC CGTGTGTGAT GACGGCTGGG ACATTAAGGA CGTGGCTGTG 
TTGTGCCGGG AGCTGGGCTG TGGAGCTGCC AGCGGAACCC CTAGTGGTAT TTTGTATGAG 
CCACCAGCAG AAAAAGAGCA AAAGGTCCTC AT CCAATC AG TCAGTTGCAC AGGAACAGAA 
GATACATTGG CTCAGTGTGA GCAAGAAGAA GTTTATGATT GTTCACATGA AGAAGATGCT 
GGGGCATCGT GTGAGAACCC AGAGAGCTCT TTCTCCCCAG TCCCAGAGGG TGTCAGGCTG 
GCTGACGGCC CTGGGCATTG CAAGGGACGC GTGGAAGTGA AGCACCAGAA CCAGTGGTAT 
ACCGTGTGCC AGACAGGCTG GAGCCTCCGG GCCGCAAAGG TGGTGTGCCG GCAGCTGGGA 
TGTGGGAGGG CTGTACTGAC TCAAAAACGC TGCAACAAGC ATGCCTATGG CCGAAAACCC 
ATCTGGCTGA GCCAGATGTC ATGCTCAGGA CGAGAAGCAA CCCTTCAGGA TTGCCCTTCT 
GGGCCTTGGG GGAAGAACAC CTGCAACCAT GATGAAGACA CGTGGGTCGA ATGTGAAGAT 
CCCTTTGACT TGAGACTAGT AGGAGGAGAC AACCTCTGCT CTGGGCGACT GGAGGTGCTG 
CACAAGGGCG TATGGGGCTC TGTCTGTGAT GACAACTGGG GAGAAAAGGA GGACCAGGTG 
GTATGCAAGC AACTGGGCTG TGGGAAGTCC CTCTCTCCCT CCTTCAGAGA CCGGAAATGC 
TATGGCCCTG GGGTTGGCCG CATCTGGCTG GATAATGTTC GTTGCTCAGG GGAGGAGCAG 
TCCCTGGAGC AGTGCCAGCA CAGATTTTGG GGGTTTCACG ACTGCACCCA CCAGGAAGAT 
GTGGCTGTCA TCTGCTCAGG A 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1041 



Sequence No.: 30 

Sequence length: 1662 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Liver 

Clone name: HP01293 
Sequence description 



ATGCCCACCG TGGATGACAT TCTGGAGCAG GTTGGGGAGT CTGGCTGGTT CGAGAAGCAA 
GCCTTCCTCA TCTTATGCCT GCTGTCGGCT GCCTTTGCGC CCATCTGTGT GGGCATCGTC 
TTCCTGGGTT TCACACCTGA CCACCACTGC CAGAGTCCTG GGGTGGCTGA GCTGAGCCAG 
CGCTGTGGCT GGAGCCCTGC GGAGGAGCTG AACTATACAG TGCCAGGCCT GGGGCCCGCG 
GGCGAGGCCT TCCTTGGCCA GTGCAGGCGC TATGAAGTGG ACTGGAACCA GAGCGCCCTC 



60 
120 
180 
240 
300 



WO 98/21328 
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121 



AGCTGTGTAG ACCCCCTGGC TAGCCTGGCC ACCAACAGGA GCCACCTGCC GCTGGGTCCC 
r C ~0 GCTGGG TGTA TGACACGCCC GGCTCTTCCA TCGTCACTGA G^CCTC 
GTGTGTGCTG ACTCCTGGAA GCTGGACCTC TTTCAGTCCT GTTTGAATGC GGGCTTCTTC 
T^CtSc TCGGTGTTGG CTACTTTGCA GACAGGTTTG GCCGTAAGCT GTGTGTGCTG 
GGAACTGTGC TGGTCAACGC GGTGTCGGGC GTGCTCATGG CCTTCTCGCC CAACTACATG 
TCCATGCTGC TCTTCCGCCT GCTGCAGGGC CTGGTCAGCA AGGGCAACTG GATGGCTGGC 
TACACCCTAA TCACAGAATT TGTTGGCTCG GGCTCCAGAA GAACGGTGGC GATCATGTAC 

cIg^ggcct tcacggtggg gctggtggcg cttaccgggc tggcctacgc CCTGCCTCAC 

™^G iZTcrOOC AGTCTCCCTG CCCACCTTCC TCTTCCTGCT CTACTACTGG 
TGTGTGCCGG AGTCCCCTCG GTGGCTGTTA TCACAAAAAA GAAACACTGA AGCAATAAAG 

Itaatg^agg agatcggtca aaagaatggg aagttgcctc gtgctgattt aaagatgctt 
tc^tSaag aggatgtcag ggaaaaggtg aggggttcat ttggagagct gttcgggagg 
ccgcgcctga gUgcgcac gttgatggtg atgtaggtgt ggttgaggga gtgtgtggtg 
tTtgag^g tItcgtgga gatggggggg aggaggggga acgtgtaggt ggatttggtt 

TACTCCGG^C TGGTCGAAAT CCCGGGGGCC TTCATAGCCC TCATGAGGAT TGACCGCCTG 
^CCGCATCT ACCCCATGGC CGTGTCAAAT TTGTTGGCGG GGGCAGCCTG CCTCGTCATG 
ATTTTTATCT CACCTGACCT GCACTGGTTA AACATCATAA TCATGTGTGT TGGCCGAATG 
"HxcACCA T TGCAATACA AATGATCTGC CTGGTGAATG CTGAGCTGTA CCGGAGATTG 
g^ggaacg TGGGAGTGAT GGTGTGTTGG TCCGTGTGTG AGATAGGTGG gataatgagg 

Tgg™ tgttgagggt gagggaggtg tgggaagggt tgggggtgat t = cg 
gtgttgggcc tgcttgccgc gggagtgacg ctacttcttc cagagaccaa gggggtcgct 
ttgccagaga ggatgaagga gggggagaag gttgggagaa aaggaaaggg gaaagaaaag 

ACGATTTACC TTAAGGTCCA AACCTCAGAA CCCTCGGGCA CC 



360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1662 



Sequence No. : 31 

Sequence length: 1050 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10013 
Sequence description 



ATGGCTGTGT TTGTCGTGCT CCTGGCGTTG GTGGCGGGTG TTTTGGGGAA CGAGTTTAGT 
S^Z CACOAGGGXC TGTTGTTTTC CGAAATGGAA AT = ACCAGGAGAG 
CGGATCCCAG ACGTGGCTGC ATTGTCCATG GGCTTCTCTG IGAAAGAAGA CCTTTCTTGG 
Sa-ac^g c^gigggtaa CCTGTTTCAT CGTCCTCGGG GTAGCGTGAI GGTGATGGTG 
AA^GAGIGA ACAAACTGCC TCTACCCCCA GGCAGTGTCA TTTGGTACCC TTTGGAGAAT 
T^GTXGA GAGTGTTGCA AATTCCATTC ACTCGTTATT TTCTGAGGAA 



60 
120 
180 
240 
300 
360 
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ACTCCTGTTG 


TTTTGCAGTT 


GGCTCCCAGT 


GAGGAAAGAG 


TGTATATGGT 


AGGGAAGGCA 


420 


AACTCAGTGT 


TTGAAGACCT 


TTCAGTCACC 


TTGCGCCAGC 


TCCGTAATCG 


CCTGTTTCAA 


480 


GAAAACTCTG 


TTCTCAGTTC 


ACTCCCCCTC 


AATTCTCTGA 


GTAGGAACAA 


TGAAGTTGAC 


540 


CTGCTCTTTC 


TTTCTGAACT 


GCAAGTGCTA 


CATGATATTT 


CAAGCTTGCT 


GTCTCGTCAT 


600 


AAGCATCTAG 


CCAAGGATCA 


TTCTCCTGAT 


TTATATTCAC 


TGGAGCTGGC 


AGGTTTGGAT 


660 


GAAATTGGGA 


AGCGTTATGG 


GGAAGACTCT 


GAACAATTCA 


GAGATGCTTC 


TAAGATCCTT 


720 


GTTGACGCTC 


TGCAAAAGTT 


TGCAGATGAC 


ATGTACAGTC 


TTTATGGTGG 


GAATGCAGTG 


780 


GTAGAGTTAG 


TCACTGTCAA 


GTCATTTGAC 


ACCTCCCTCA 


TTAGGAAGAC 


AAGGAC TATC 


840 


CTTGAGGCAA 


AACAAGCGAA 


GAACCCAGCA 


AGTCCCTATA 


ACCTTGCATA 


TAAGTATAAT 


900 


TTTGAATATT 


CCGTGGTTTT 


CAACATGGTA 


CTTTGGATAA 


TGATCGCCTT 


GGCCTTGGCT 


960 


GTGATTATCA 


CCTCTTACAA 


TATTTGGAAC 


ATGGATCCTG 


GATATGATAG 


CATCATTTAT 


1020 


AGGATGACAA 


ACCAGAAGAT 


TCGAATGGAT 








1050 



Sequence No. : 32 

Sequence length: 627 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP10034 
Sequence description 



ATGGTGTCCT 


CTCCCTGCAC 


GCAGGCAAGC 


TCACGGACTT 


GCTCCCGTAT 


CCTGGGACTG 


60 


AGCCTTGGGA 


CTGCAGCCCT 


GTTTGCTGCT 


GGGGCCAACG 


TGGCACTCCT 


CCTTCCTAAC 


120 


TGGGATG TCA 


CCTACCTGTT 


GAGGGGCCTC 


CTTGGCAGGC 


ATGCCATGCT 


GGGAACTGGG 


180 


CTCTGGGGAG 


GAGGCCTCAT 


GGTACTCACT 


GCAGCTATCC 


TCATCTCCTT 


GATGGGCTGG 


240 


AGATACGGCT 


GCTTCAGTAA 


GAGTGGGCTC 


TGTCGAAGCG 


TGCTTACTGC 


TCTGTTGTCA 


300 


GGTGGCCTGG 


CTTTACTTGG 


AGCCCTGATT 


TGCTTTGTCA 


CTTCTGGAGT 


TGCTCTGAAA 


360 


GATGGTCCTT 


TTTGCATGTT 


TGATGTTTCA 


TCCTTCAATC 


AGACACAAGC 


TTGGAAATAT 


420 


GGTTACCCAT 


TCAAAGACCT 


GCATAGTAGG 


AATTATCTGT 


ATGACCGTTC 


GCTCTGGAAC 


480 


TCCGTCTGCC 


TGGAGCCCTC 


TGCAGCTGTT 


GTCTGGCACG 


TGTCCCTCTT 


CTCCGCCCTT 


540 


CTGTGCATCA 


GCCTGCTCCA 


GCTTCTCCTG 


GTGGTCGTTC 


ATGTCATCAA 


CAGCCTCCTG 


600 


GGCCTTTTCT 


GCAGCCTCTG 


CGAGAAG 








627 



Sequence No.: 33 
Sequence length: 489 
Sequence type: Nucleic acid 
Strandedness: Double 



PCT/JP97/04056 



WO 98/21328 
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Topology: Linear 

Sequence kind: cDNA to mRHA 

Original source: 

- cm soecies: Homo sapiens 
Organism species. 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP10050 

Sequence description 



ATGGCGGCTG 
GGGCTCCCGG 
TCCGCTGTGG 
CCCGAGGACG 
GTTTTGGACG 
CTTGGCAGCA 
TGGGATGGGA 
GCCAATGGCC 
GAGGATGAG 



GGCTGTTTGG 
CCGCCCGCGT 
CGGGAAAGCG 
AAAACTTGTA 
TCTGGAACAT 
CCTTTGTGGC 
TGAAAGAGTG 
TTCCCATCAT 



TTTGAGCGCT 
CCGCTGGGAA 
GCCCCCAGAA 
TGAGAAGAAC 
GCGACTTGTC 
CTATCTGCCT 
GTCCCGCCGC 
GGAATCCAAC 



CGCCGTCTTT 
TCTAGCTTCT 
CCGACCACAC 
CCAGACTCCC 
TTCTTCTTTG 
GACTACAGGT 
GAAGCTGAGA 
TGCTTCGACC 



TGGCGGCAGC 
CCAGGACTGT 
CGTGGCAAGA 
ATGGTTATGA 
GCGTCTCCAT 
GCACAGGGTG 
GGCTTGTGAA 
CCAGCAAGAT 



GGCGACGCGA 
GGTCGCCCCG 
GGACCCAGAA 
CAAGGACCCC 
CATCCTGGTC 
TCCAAGAGCG 
ATACCGAGAG 
CCAGCTGCCA 



60 
120 
180 
240 
300 
360 
420 
480 
489 



Sequence No. : 34 
Sequence length: 276 
Sequence type: Nucleic acid 
Strandedness: Double 
Topology: Linear 
Sequence kind: cDNA ^ 
Original source: 

Organism species: Homo sapiens 
Cell kind: Stomach cancer 
Clone name: HP10071 
Sequence description 



60 
120 



Sequent * 

====== ■•: 



Sequence Ho . : 35 



Sequence length: 516 
Sequence type: Nucleic acid 
Strandedness: Double 
Topology: Linear 
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Sequence kind: cDNA to mRNA 
Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10076 
Sequence description 



ATGGAATATT 


TGGCTCATCC 


CAGTACACTC 


GGCTTGGCTG 


TTGGAGTTGC 


TTGTGGCATG 


60 


TGCCTGGGCT 


GGAGCCTTCG 


AGTATGCTTT 


GGGATGCTCC 


CCAAAAGCAA 


GACGAGCAAG 


120 


ACACACACAG 


ATAC TGAAAG 


TGAAGCAAGC 


ATCTTGGGAG 


ACAGCGGGGA 


GTACAAGATG 


180 


ATTCTTGTGG 


TTCGAAATGA 


CTTAAAGATG 


GGAAAAGGGA 


AAGTGGCTGC 


CCAGTGCTCT 


240 


CATGCTGCTG 


TTTCAGCCTA 


CAAGCAGATT 


CAAAGAAGAA 


ATCCTGAAAT 


GCTCAAACAA 


300 


TGGGAATACT 


GTGGCCAGCC 


CAAGGTGGTG 


GTCAAAGCTC 


CTGATGAAGA 


AACCCTGATT 


360 


GCATTATTGG 


CCCATGCAAA 


AATGCTGGGA 


CTGACTGTAA 


GTTTAATTCA 


AGATGC TGGA 


420 


CG TACT C AG A 


TTGCACCAGG 


CTCTCAAACT 


GTCCTAGGGA 


TTGGGCCAGG 


ACCAGCAGAC 


480 


CTAATTGACA 


AAGTCAC TGG 


TCACCTAAAA 


CTTTAC 






516 



Sequence No.: 36 

Sequence length: 447 

Sequence type : Nucleic acid 

Strandedness : Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10085 
Sequence description 



ATGATGACCA 


AACATAAAAA 


GTGTTTTATA 


ATTGTTGGTG 


TTTTAATAAC 


AAC TAATATT 


60 


ATTACTCTGA 


TAGTTAAACT 


AACTCGAGAT 


TCTCAGAGTT 


TATGCCCCTA 


TGATTGGATT 


120 


GGTTTCCAAA 


ACAAATGCTA 


TTATTTCTCT 


AAAGAAGAAG 


GAGATTGGAA 


T TCAAG T AAA 


180 


TACAACTGTT 


CCACTCAACA 


TGCCGACCTA 


ACTATAATTG 


ACAACATAGA 


AGAAATGAAT 


240 


TTTCTTAGGC 


GGTATAAATG 


CAGTTCTGAT 


CACTGGATTG 


GACTGAAGAT 


GGCAAAAAAT 


300 


CGAACAGGAC 


AATGGGTAGA 


TGGAGC TACA 


TTTACCAAAT 


CGTTTGGCAT 


GAGAGGGAGT 


360 


GAAGGATGTG 


CCTACCTCAG 


CGATGATGGT 


GCAGCAACAG 


CTAGATGTTA 


CACCGAAAGA 


420 


AAATGGATTT 


GCAGGAAAAG 


AATACAC 








447 



Sequence No. : 37 
Sequence length : 564 



WO 98/21328 
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Sequence type: Nucleic acid 
Strandedness : Double 
Topology: Linear 
Sequence kind: cDNA to mRNA 
Original source: 

Organism species: Homo sapiens 

Cell kind: Stonach cancer 

Clone name: HP10122 
Sequence description 

ATGAGCACTA TGTTCGCGGA CACTCTCCTC ATCGTTTTTA TCTCTGTGTG CACGGCTCTG 
CTCGCAGAGG GCATAACCTG GGTCCTGGTT TACAGGACAG ACAAGTACAA GAGACTGAAG 
GCAGAAGTGG AAAAACAGAG TAAAAAATTG GAAAAGAAGA AGGAAACAAT AACAGAGTCA 
GCTGGTCGAC AACAGAAAAA GAAAATAGAG AGACAAGAAG AGAAACTGAA GAATAACAAC 
AGAGATCTAT CAATGGTTCG AATGAAATCC ATGTTTGCTA TTGGCTTTTG TTTTACTGCC 
CTAATGGGAA TGTTCAATTC CATATTTGAT GGTAGAGTGG TGGCAAAGCT TCCTTTTACC 
CCTCTTTCTT ACATCCAAGG ACTGTCTCAT CGAAATCTGC TGGGAGATGA CACCACAGAC 
TGTTCCTTCA TTTTCCTGTA TATTCTCTGT ACTATGTCGA TTCGACAGAA CATTCAGAAG 
ATTCTCGGCC TTGCCCCTTC ACGAGCCGCC ACCAAGCAGG CAGGTGGATT TCTTGGCCCA 
CCACCTCCTT CTGGGAAGTT CTCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
564 



Sequence No. : 38 

Sequence length: 645 

Sequence type: Nucleic acid 

Strandedne s s : Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10136 
Sequence description 

ATGGTGTTGC TAACAATGAT CGCCCGAGTG GCGGACGGGC TCCCGCTGGC CGCCTCGATG 
CAGGAGGACG AACAGTCTGG CCGGGACCTT CAACAGTATC AGAGTCAGGC TAAGCAACTC 
TTTCGAAAGT TGAATGAACA GTCCCCTACC AGATGTACCT TGGAAGCAGG AGCCATGACT 
TTTCACTACA TTATTGAGCA GGGGGTGTGT TATTTGGTTT TATGTGAAGC TGCCTTCCCT 
AAGAAGTTGG CTTTTGCCTA CCTAGAAGAT TTGCACTCAG AATTTGATGA ACAGCATGGA 
AAGAAGG TGC CCACTGTGTC CCGACCCTAT TCCTTTATTG AATTTGATAC TTTCATTCAG 
AAAACCAAGA AGCTCTACAT TGACAGTCGT GCTCGAAGAA ATCTAGGCTC CATCAACACT 
GAATTGCAAG ATGTGCAGAG GATCATGGTG GCCAATATTG AAGAAGTGTT ACAACGAGGA 
GAAGCACTCT CAGCATTGGA TTCAAAGGCT AACAATTTGT CCAGTCTGTC CAAGAAATAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 




PCT/JP97/04056 
WO 98/21328 

126 

-===== r """ ' = 



Sequence No. : 39 

Sequence length: 336 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 
Cell kind: Stomach cancer 
Clone name: HP10175 
Sequence description 



™~ o.ttcttttG GCTTTGGCTA CGCAGCACTG 
AI GCAGCACA = ™ ™- GCGTGCCGTC 
GTTGCTTCTG GTGGGATCAT ^^ACC AGCTGTCTCA GGATCCAAGG 

GGGCTGCTCT TTGGCAGTCT ^ C ^«™ °L, TGG CTG GCATTATGGG AATGAGGTTC 
AACGTTTGGG TTTTCCTAGC TACATCTGGT ACCTTGGC^ ^ ^ 

TACCACTCTG GAAAATTCAT GCCTGCAGGT TTAATTGGA JJ6 
"Saagttg GAGTTAGTAT GTICAACAGA CCCGAT 



60 
120 
180 
240 



Sequence No. : 40 

Sequence length: 342 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10179 
Sequence description 



„ ««- = sss c = 

sss s= - = = r= = 
sssrsqisis = 

ATGGCCGCCA AAGTTGGAGT TCGTATGTTG ATGACATCTG 



60 
120 
180 
240 
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Sequence No. : 41 

Sequence length: 981 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

et , or ; ps . Homo sapiens 
Organism species. 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP10196 

Sequence description 



ATGGCGGCGG 
GAGGTGGATG 
GTCGCTCTCC 
CAGGAGGGGC 
ATCGAGGTGA 
GACAAGGAAT 
TTTCTGGGTT 
CAGGTGTGTG 
ACAGATCTTC 
ATGCTGTTTG 
GACCACGTAG 
CTGATAGCAC 
TACGTCAAGG 
TATGCTCTGT 
GATCAATGCA 
ACCATGAACC 
AGAATGCGCG 



CGGCGGCGGC 
CAGCAGTAGT 
ATCCCCTTGT 
GGCCTGTGCA 
TGAACTCCTT 
ATTATTACAC 
GGTATACCAC 
AGATCATCGA 
CTGTCAGCGT 
CTGAGCTGAC 
CCCGAATGAC 
AGCACAGCGC 
CCTCTGAAGC 
GTCACTGTCT 
ACGACGTGGG 
AGTTTGTGAA 
GGCTCTTTTT 



GGCTGCAGCT 
CCCCAGCGTG 
CATTCTCAAC 
GGTGATTGGG 
TGAGCTGCTG 
CAAGGAGGAG 
AGGGGGGCCA 
GAGCCCCCTC 
TTTTGAGTCT 
CTACACTCTG 
AGCAACAGGC 
CATCAAGATG 
GGGAGAGGTC 
CCCGGTGCTC 
GCTCATGGCC 
CAAGTTCAAT 



ACGAACGGGA 
ATGGCCTGCG 
ATCTCAGACC 
GCTCTGATTG 
TCCCACACCG 
CAGTTTAAAC 
CCTGACCCCT 
TTTCTGAAGT 
GTCATTGATA 
GCCACAGAGG 
AGTGGAGAGA 
CTGCACAGCC 
CCCTTTAATC 
AGCACAGACA 
TACCTCGGCA 
GTCCTCTACG 



CCGGAGGAAG 
GAGTGACTGG 
ACTGGATCCG 
GCAAGCAGGA 
TGGAAGAGAA 
AGGTGTTCAA 
CGGACATCCA 
TGAACCCTAT 
TAATCAATGG 
AAGCGGAACG 
ACTCCACTGT 
GCGTCAAGCT 
ATGAGATCCT 
AGTTCAAGAC 
CCATCACCAA 
ACCGACAAGG 



CAGCGGGATG 
GAGTGTTTCC 
CATGCGCTCC 
GGGCCGAAAT 
GATTATCATT 
GGAGCTGGAG 
CGTCCATAAG 
GACCAAGCAC 
AGAGGCCACA 
CATTGGTGTA 
GGCTGAACAC 
CATCTTGGAG 
GCGGGAGGCC 
AGATTTTTAT 
AACGTGCAAC 
CATCGGCAGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
981 



Sequence No.: 42 

Sequence length: 1119 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Bono sspxens 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP10235 
Sequence description 
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ATGACCCTAT 


GTGCCATGCT 


GCCCCTGCTG 


TTATTCACCT 


AL«U X L.AAL 1 L# 


rTTPPTPrAT 

lil 1 IrO 1 bUii 1 


fin 


CAGAGGATCC 


CCCAGTCCGT 


ACGGATCCTG 




t nr* r* r* a t r* r* *r 

1 lyOOOA X L*L> X 


oL/ X vrv? XI? XXX 




CTGATCACTG 


CCATCCTGGT 


GAAGGTGCAG 


n wry /■» A fT*/"*^*PP 

CTGGATGCTC 


IbLUUl 1L#X 1 


X vr X L»iV X l#AuU 




ATGATCAAGA 


TCGTGCTCAT 


TAATTCATTT 


GGTGCCATCC 


rpr> /-* A r , f > r > PAP 
1 U U A Wytar L»A\jr 


Xl7 X X X vrAj X 


9 An 


CTGGCTGGCC 


TTCTGCCTGC 


CAGCTACACG 


GCCCCCATCA 


ipp a /"* f P/"*P PP A 

1 UAO 1GOL-L-A 


r*r , r*c*r* w v h.r*c a 

VtOAjjUL* X Al7L«A 


onn 

jUU 


GGCTTCTTTG 


CCTCCGTGGC 


CATGATCTGC 


GCTATTGCCA 


GTGGCTCGGA 


VjU 1 A 1 UAtrAA 




AGTGCCTTCG 


GCTACTTTAT 


CACAGCCTGT 


GCTGTTATCA 


TTTTGACCAT 


CATCxGl 1 AC 


/.on 


CTGGGCCTGC 


CCCGCCTGGA 


ATTCTACCGC 


TACTACCAGC 


AGCTCAAGCT 


m^ A A /*»/"* A 

TGAAGGACCO 


/.on 


GGGGAGCAGG 


AGACCAAGTT 


GGACCTCATT 


AGCAAAGGAG 


AGGAGCCAAG 


AGCAGGCAAA 


R A PI 


GAGGAATCTG 


GAGTTTCAGT 


CTCCAACTCT 


CAGCCCACCA 


ATGAAAGCCA 


CTCTATCAAA 


OUU 


GCCATCCTGA 


AAAATATCTC 


AGTCCTGGCT 


TTCTCTGTCT 


GCTTCATCTT 


CACTATGACC 


660 


ATTGGGATGT 


TTCCAGCCGT 


GACTGTTGAG 


GTCAAGTCCA 


GCATCGCAGG 


CAGCAGCACC 


ion 


TGGGAACGTT 


ACTTCATTCC 


TGTGTCCTGT 


TTCTTGACTT 


TCAATATCTT 


TGACTGGTTG 


780 


GGCCGGAGCC 


TCACAGCTGT 


ATTCATGTGG 


CCTGGGAAGG 


ACAGCCGCTG 


GCTGCCAAGC 


840 


CTGGTGCTGG 


CCCGGCTGGT 


GTTTGTGCCA 


CTGCTGCTGC 


TGTGCAACAT 


TAAGCCCCGC 


900 


CGCTACCTGA 


CTGTGGTCTT 


CGAGCACGAT 


GCCTGGTTCA 


TCTTCTTCAT 


GGCTGCCTTT 


960 


GCCTTCTCCA 


ACGGCTACCT 


CGCCAGCCTC 


TGCATGTGCT 


TCGGGCCCAA 


GAAAGTGAAG 


1020 


CCAGCTGAGG 


CAGAGACCGC 


AGGAGCCATC 


ATGGCCTTCT 


TCCTGTGTCT 


GGGTCTGGCA 


1080 


CTGGGGGCTG 


TTTTCTCCTT 


CCTGTTCCGG 


GCAATTGTG 
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Sequence No.: 43 

Sequence length: 549 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species : Homo sapiens 
Cell kind: Stomach cancer 
Clone name: HP10297 

Sequence description 



ATGAAGCTCT 


TATCTTTGGT 


GGCTGTGGTC 


GGGTGTTTGC 


TGGTGCCCCC 


AGCTGAAGCC 


60 


AACAAGAGTT 


CTGAAGATAT 


CCGGTGCAAA 


TGCATCTGTC 


CACCTTATAG 


AAACATCAGT 


120 


GGGCACATTT 


ACAACCAGAA 


TGTATCCCAG 


AAGGACTGCA 


ACTGCCTGCA 


CGTGGTGGAG 


180 


CCCATGCCAG 


TGCCTGGCCA 


TGACGTGGAG 


GCCTACTGCC 


TGCTGTGCGA 


GTGCAGGTAC 


240 


GAGGAGCGCA 


GCACCACCAC 


CATCAAGGTC 


ATCATTGTCA 


TCTACCTGTC 


CGTGGTGGGT 


300 


GCCCTGTTGC 


TCTACATGGC 


CTTCCTGATG 


CTGGTGGACC 


CTCTGATCCG 


AAAGCCGGAT 


360 


GCATACACTG 


AGCAACTGCA 


CAATGAGGAG 


GAGAATGAGG 


ATGCTCGCTC 


TATGGCAGCA 


420 


GCTGCTGCAT 


CCCTCGGGGG 


ACCCCGAGCA 


AACACAGTCC 


TGGAGCGTGT 


GGAAGGTGCC 


480 


CAGCAGCGGT 


GGAAGCTGCA 


GGTGCAGGAG 


CAGCGGAAGA 


CAGTCTTCGA 


TCGGCACAAG 


540 


ATGCTCAGC 












549 
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Sequence No. : 44 

Sequence length: 348 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 
Cell kind: Stomach cancer 
Clone name: HP10299 
Sequence description 



ATGGCCAGTA CAGTGGTAGC AGTTGGACTG ACCATTGCTG CTGCAGGATT TGC AGGCCG T 
™ T G^ AAGCCATGAA GCATATGGAG CCTCAAGTAA AACAAGTTTT TCAAAGCCTA 

c^aaaatctg ccttcagtgg tggctattat agaggtgggt ttgaacccaa aatgacaaaa 

CGGGAAGCA GCATTAATAC TAGGTGTAAG CCCTACTGCC AATAAAGGGA AAATAAGAGA 

g™ac g™ct tttaaatcat ccxgacaaag gaggatcxcc ttatatagca 

GCCAAAATCA ATGAAGCTAA AGATTTACTA GAAGGTCAAG CTAAAAAA 



60 
120 
180 
240 
300 
348 



Sequence No. : 45 

Sequence length: 456 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10301 
Sequence description 



ATGGGTGTCC TCTCTAAGGA ATATGGTTTT GTGCTTCTAA CTGGTGGTGC CAGCTTTATA 
at^tScoo Igctagcgat GAATGTTTCG AAGGGCCGCA AGAAGTAGAA AGTGGAGTAT 
Cc"t ACAGGACGGA CGOIGAAAAT GGGCACATCT TCAACTGCAT TCAGCGAGCC 
Z CGTTGGAAGT GTATCCTCCC «= = = ™ 

tt^CCCGC GTATAGCTTC TGGCCTGGGC IIGGCCTGGA TTGTTGGACG AGTTCTTTAT 
gg^atSt aJtacagggg AGAACGGAGC AAGOGTAGTC GAGGAGGGCT GGGGTGGATG 

gg""g^g gcttggtggg caoaagtgtg tgctg,g«t tgcagcatct tggttgggtt 

AAAAGTGGCT TGGGCAGTGG ACCCAAATGC TGCCAT 



60 
120 
180 
240 
300 
360 
420 
456 
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Sequence No, : 46 

Sequence length: 1677 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 
Cell kind: Liver 
Clone name: HP10302 
Sequence description 



= = = = 

^■TZ gcttc"ttc cagcacgtgc ccagctgaga gcagcaccaa caccacccag 

AAGAACGAGG GCTTCTAlio uvv, „^^ Ann Ar* ATPPTCAA CCTGGGCTTC 

GATGAGCAGC GCAGGTGGCC AGGC TC ,GAG CAGCAGGACG AGA^CTCAA C ^ 

ACCATTGGTT CC = = « «™< 0IG0ACCCIC 
TTTGGCCCCC GACCGGTGCG XGATATTCCT GGCGCTGTCC 

ATGGCCCTGG CCTCCCGGGA "cACTTCAC TCACGCTGCC CAACATGTTT 

CTGAATGGCT TTGGTGGCAT GTGGCIAAGG TTCACITGA ^ 

GGGAACCTGC GCTCCACGTT **^«™ GCCGGTGTGG CGTTCGTGGT CATCATGTTC 
AC ^CCCAG GAA = G = G G = 

ACCTGGTCTG GCCTGGCCTG CCTTATCili TCAAGCTGAG TGGGCTGGCC 

■»™*» CCC = AG,™ A = A ^ 
CTGGACCACA AGGTGACAGG TGACCTCTTC ^ CCTTCATGTC ACCCCAGGAT 

CTCAGCCAGA AGG = = AC = „G CC^ 
GTTCGGGGCA CCTCAGAAAA CCTTCCTGAt, ^.rnrCG GATCATCTTC 

TCC CCCAC TT TCC1GTGGAG = CC = ™ 

TACATGGCTG CTGTGAACAA GATGCTGGAG TACCTTGTGA CGTCTTCGGG 
ACAAATGAAC AGCAACAAAA GG = G 

SSS " S«C XCGGAGAXGC CAGGGACGGG 
^r^I AATCCATCAG ACCACGCTAC TGCAAGATCC AAAAGCTCAC CAATGCCATC 
GTTGCTACCA ^TCCATCAG * GTGGGTTTTG GCATCACCTG TCTCATCAAC 

TCCAGTTTGT CXGCACACCA TTGTTCGAGG TTTCTXCCAC 

T T r ^tctctI tgctgcagtg ttcccatcca accactttgg gacgctgaca 

TCAGCCTGTG GGAGTCTCTA ™ AGCAGCCACT TTTCATGGCG 

"Tgg^ac ccctgaaaS 1™- xgggxgaatc tgggcctcct gctattctca 

ATGGTGGGAC CCCTGAAAGG ^ TTCTATTACC GTGCCCGGCT CCAGCAGGAG 

=1 1= cc= —G g— _ 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
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1140 
1200 
1260 
1320 
1380 
1440 
1500 
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1677 



Sequence No. : 47 
Sequence length: 990 



PCT/JP97/04056 



WO 98/21328 



Sequence type: Nucleic acid 
Strandedness: Double 
Topology: Linear 
Sequence kind: cDNA to n*NA 
Original source: 

Organism species: Homo sapiens 

Cell kind: Osteosarcoma 

Cell line: U-2 OS 

Clone name: HP10304 
Sequence description 



131 



ATGGAGGGCG 
GCCTCCGGCT 
GACGGCATCA 
GTTGTTCTTA 
AGTGGTGTAA 
TTGGAGGAAA 
ATGACATCTG 
GGAAAACAAG 
GTACTCAGAC 
CGAGACAGTG 
CTGCAAACCA 
TTACCTGGCA 
ATGTGTCAGT 
CCAGTATTCT 
ATAACCATCT 
AAAGTGGACG 
GCTGAAAACC 



CTCCACCGGG 
GGCTGACGAC 
GAATTAATGT 
ACATAACCTA 
CCCGAATAAG 
AAGAATATTT 
GTTCCAGTTT 
TTCAGCAAAA. 
ATTCAAACTA 
ACATTTTATT 
CTAGCCAGTA 
AGTTACCTGA 
GGATGGAAAA 
TTCAGTTTTT 
TAAAGGTGTT 
TCATACCTGT 
TTGAAGATAA 



GTCGCTCGCC 
GGGCGCCCCC 
AACTACACTG 
TGAGAGTGGA 
CTGTCAGACT 
TGGAATTGTC 
GCAACTAATT 
GGATGTCACT 
TACCCTCCCT 
TACCCTTCCT 
TCTTATCAGG 
AACTCCTCTC 
GTTTAGAAAA 
GAACATCATG 
TTTCCCAGTT 
GACAGCTATC 
AACATGTATT 



CTCCGGCTCC 
GAGCCGCCGC 
AAAGATGATG 
CAGGTGTATG 
TTGATAGTGA 
AGTGTAAGGA 
GTCATTCAAG 
GAAATTGATA 
TTGGAAGAAA 
AACCTCTCCA 
AATGTGGAAA 
AGAGCAGAGC 
GATCTGTGTA 
GTGGTTGGAA 
TCTGAATACA 
AACTTATATC 



TGCTGTTCGT 
CGCTGTCCGG 
GGGACATATC 
TAAATGACTT 
AGAATGAAAA 
TTTTAGTTCA 
AAGAGGTAGT 
TTTTAGTTAA 
GCATGCTCTA 
AAAAAGAAAG 
CCACTGTAGA 
CGCCATCTTC 
GGTTCTGGAG 
TTACAGGAGC 
AAGGAATTCT 
CAGATGGTCC 



GGCGCTACCC 
AGCCCCACAG 
TAAACAGCAG 
ACCTGTAAAT 
TCTTGAAAAT 
TGAGTGGCCT 
AGAGATTGAT 
GAACCGGGGA 
CTCTATTTCT 
TGTTAGTTCA 
TGAAGATGTT 
ATATAAGGTA 
CAACGTTTTC 
AGCTGTGGTA 
TCAGTTGGAT 
AGAGAAAAGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
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960 
990 



Sequence No.: 48 

Sequence length: 324 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

. en pries: Homo sapiens 
Organism species. 

Cell kind: Osteosarcoma 
Cell line: "0-2 OS 
Clone name: HP10305 
Sequence description 



~~.LVtaek TCGCAGCAGT TACCATIGCT 
ATGAGTCTGA CTTCCAGTTC GAGCGTAGGA GTTGAATGGA 



60 




WO 98/21328 PCT/JP97/04056 

132 

GCTGGGACAG CTGCAATTGG TTATCTAGCT TACAAAAGAT TTTATGTTAA AGATCATCGA 120 

AATAAAGCTA TGATAAACCT TCACATCCAG AAAGACAACC CCAAGATAGT ACATGCTTTT 180 

GACATGGAGG ATTTGGGAGA TAAAGCTGTG TACTGCCGTT GTTGGAGGTC CAAAAAGTTC 240 

CCATTCTGTG ATGGGGCTCA CACAAAACAT AACGAAGAGA CTGGAGACAA TGTGGGCCCT 300 
CTGATCATCA AGAAAAAAGA AACT 



324 



Sequence No. : 49 

Sequence length: 303 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Osterosarcoma 

Cell line: U-2 OS 

Clone name: HP10306 
Sequence description 



ATGAACCTGG AGCGAGTGTC CAATGAGGAG AAATTGAACC TGTGCCGGAA GTACTACCTG 60 

GGGGGGTTTG CTTTCCTGCC TTTTCTCTGG TTGGTCAACA TCTTCTGGTT CTTCCGAGAG 120 

GCCTTCCTTG TCCCAGCCTA CACAGAACAG AGCCAAATCA AAGGCTATGT CTGGCGCTCA 180 

GCTGTGGGCT TCCTCTTCTG GGTGATAGTG CTCACCTCCT GGATCACCAT CTTCCAGATC 240 

TACCGGCCCC GCTGGGGTGC CCTTGGGGAC TACCTCTCCT TCACCATACC CCTGGGCACC 300 



CCC 



303 



Sequence No.: 50 

Sequence length: 1116 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source : 

Organism species: Homo sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10328 
Sequence description 



ATGAAGTATC TCCGGCACCG GCGGCCCAAT GCCACCCTCA TTCTGGCCAT CGGCGCTTTC 
ACCCTCCTCC TCTTCAGTCT GCTAGTGTCA CCACCCACCT GCAAGGTCCA GGAGCAGCCA 
CCGGCGATCC CCGAGGCCCT GGCCTGGCCC ACTCCACCCA CCCGCCCAGC CCCGGCCCCG 



60 
120 
180 




WO 98/21328 



PCT/JP97/04056 

133 



TGCCATGCCA ACACCXCXAX GGXCACCCAC CCGGACXXCG CCACOCAOCC K*G*KT 
rlcAACTTCC TCCTGTACAG ACACTGCCGC CACXXXCCCC TGCTGCAGGA CGXGCCCCCC 
CAGAACTTCC ™CXGT CTGGTGATCA AGTCCTCCCC TAGCAACTAT 

A~ c o-gL GGCCGCGAGC GCAAGGXACG GCGXXXGCAG 

^0X00 tot™ gggcacagcc tccaacccgc acgaggcccg caaggtcaac 
cSgtgcS Igcxggaggc acagactcac ggagacatcc xgcagxggga cxxccacgac 

TCCTTCTTCA ACCXCACGCX CAAGCAGGTC CTGTTCTTAC AGTGGCAGGA GACAAGGXGC 

IccIIggccI gcxxcgxgcx caacggggat gaxgacgxcx xxgcacacac agacaacatg 
r^cTAC^ tgcaggacca tgaccctggc cgccaccxcx tcgtggggca actgatccaa 
!IcgtSgcg ccatccgggc xxxxxggagc aagxacxaxg xgccagaggx ggtgagtcag 
^tgag^gx acccacccxa xxgxgggggt ggtggcttct tgctgtcccg cttcacggcc 
"tgccctgc gccgIgctgc ccaxgxcxxg gacaxcxxcc ccaxxgaxga xgxcxxcctg 
Saxgtgxc xggagcxxga gggacxgaag ccxgccxccc acagcggcax ccgcacgxcx 
ogcgxgcg^ c'caxcgca acaccxgxcc xccxxxgacc ccxggxxcxa ccgagaccxg 

"xTc ACCGGXXCCX ACCXXAXGAG AXGCXGCXCA XGXGGGAXGC GCXGAACCAG 
CCCAACCXCA CCXGCGGCAA ICAGACACAG AXCIAC 



240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
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Sequence No-: 51 
Sequence length: 986 
Sequence type: Nucleic acid 
Strandedness: Double 
Xopology: Linear 
Sequence kind: cDNA to mRNA 
Original source: 

Organism species: Homo sapiens 

Cell kind: Fibrosarcoma 

Cell line: HX-1080 

Clone name: HP00442 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 82.. 699 

Characterization method: E 
Sequence description 



AGACTGCGGG ACGGACGGTG GACGCTGGGA CGGGTTTGTA GGTGCGGGGC CGCCGTTCCG 
^ GCGTGGGGGG C ATG AGO GGG CTA GGA GTG GTG TAG TGG GGG 

Met Xhr Gly Leu Ala Leu Leu Xyr Ser Gly 



5 10 



CXC XXC GTG GCC XXC XGG GCC XGC GCG CTG GCC GXG GGA GXC XGC XAC 
Tal Z Val Ala Phe Xrp Ala Cys Ala Leu Ala Val Gly Val Cys Xyr 



15 20 



m~ nnn ttp CCC TTT GAT GTG GCA TGG TTC CTG ACG 
Arc ATT TTT GAT TTG GGC TTC CGC 111 ^ai ^ 

ACC ATT Ma Trp phe Leu ^ 

Thr He Phe Asp Leu Gly Pne Arg me **y> 



60 
111 



159 



207 




PCT/JP97/04056 
WO 98/21328 



134 



40 



JU 

GAG ACT TCG COO TTC ATG TOO TOO AAC CTG COO ATT GGC OTA GCT ATC 
IZ Thr Ser Pro Phe Met Trp Ser Aen W 01, He 01, L.u Ala He 

50 

TCC CTG TCT GTG GTT GGG GCA GCC TGG GGC ATC TAT ATT ACC GGC TCC 
Ser Leu Ser Val Val Gl y Ala Ala Trp Gl y lie Tyr lie Thr Gly Ser 

65 70 



175 180 185 



255 



303 



TCC ATC ATT GGT GGA GGA GTG AAG GCC CCC AGG ATC AAG ACC AAG AAC 351 
Sec He He Gly Gly Gly Val Lys Ala Pro Arg He Lys Thr Lys Asn 

80 

CTG GTO ACO ATC ATC TTC TCT GAO OCT GTG GCC ATC TAC GGC ATO ATC 
^» V.l Ser lie He Phe C 7 . Gl« Al. V.l Al. lie Tyr Gly II. He 

t nn 10-> 



205 

TTTATTTATT GCTGGTTTTC CTGGGACAGC TGGAGCTGTG TCCCTTAGOC TTTCAGAGGC 
r^TOTt« GGGCCCTCCC TOOACTCOCC TCTTGCTGCG TGTTGATTTG GAGGCACTGC 
AG^CCAGGCC GAGTCCTCAG TGCGGGGAGC AGGCTGCTGC TGCTGACTCT GTGCAGCTGC 
OCCCCAOCTC CAOCOTCAAC OCATCTTOCT AGTGTTTGTG AAATAAACTT 



GGTATTTGTC TGGGTC 



447 



495 



ATG GCA ATT GTC ATT AGC AAC ATG GCT GAG CCT TTC ACT GCC ACA GAC 
Met Ala He Val He Ser Asn Met Ala Glu Pro Phe Ser Ala Thr Asp 

T -i c 120 

110 XXD 
CCC AAG GCC ATC GGC CAT COG AAC TAC CAT GCA GGC TAC TCC ATG TTT 
Z Ala He Gly Hi. Ar 8 As. Tyr =1. Al. Gly Tyr Ser Met Ph. 

125 130 135 

OCG GCT GGC CTC ACC GTA GGC CTG TCT AAC CTC TTC TGT GGA GTC TGC 543 
Gly Ala Gly Leu Thr Val Gly Leu Ser Asn Leu Phe Cys Gly Val Cy S 

140 W 150 

GTG GGC ATC GTG GGC ACT GGG GCT GCC CTG GCC GAT GCT CAG AAC CCC 591 
Val Gly lie Val Gly Ser Gly Ala Ala Leu Ala Asp Ala Gin Asn Pro 
ms I 60 165 

AGC CTC TTT GTA AAG ATT CTC ATC GTG GAG ATC TTT GGC AGO GCC ATT 
set Lea Ph. V.l Ly= He L e« He v.l Glu He Phe Gly Ser Al. He 



687 



JL / -J 

GGC CTC TTT GGG GTC ATC GTC GCA ATT CTT CAG ACC TCC AGA GTG AAG 

Z Ph. Gl 7 V.1 He V.1 Al. He Le u Gl» Tht Set Arg V.l Lys 

190 " 5 200 
ATG GGT GAC TAGATGATAT GTGTGGGTGG GGCCGTGCCT CACT 

Met Gly Asp 

205 mP^rTTArrr. TTTCAGAGGC 790 



730 



850 
910 
970 
986 



Sequence No.: 52 
Sequence length: 1824 
Sequence type: Nucleic 



PCT/JP97/04056 
WO 98/21328 

135 



Strandedness: Double 
Topology : Linear 
Sequence kind: cDNA to mRHA 
Original source: 

Organism species: Homo sapiens 

Cell kind: Leukocyte 

Clone name: HP00804 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 133.. 12*8 

Characterization method: E 
Sequence description 

GGCCCAGCTG AGCGGCCGCC GAGCGGGTGC GGGTGCGGGC GCATCGGCCA TCACCGCGCG 
™CAGC GGACACCGTG CGTACCGGCC XGCGGCGCGC GCCCACCCGG GCGGACCGCG 
GAACCCGAGG CC ATG TCC CAT GAA AAG ACT TTT TTG GTG TCT GGG GAG AAC 
Met Ser His Glu Lys Ser Phe Leu Val Ser Gly Asp Asn 

5 10 
TAT CCT CCC CCC AAC CCT GGA TAT CCG GGG GGG CCC GAG CCA CCC ATG 
l 7 r Pro Pro Pro Asn Pro Gly Tyr Pro Gly Gly Pro Gin Pro Pro Met 

20 

CCC CCC TAT GCT CAG CCT CCC TAG CCT CCC GCC CCT TAC CCA CAG CCC 
Pro Z Tyr Al. Gin Pro Pro Tyr Pro Gly AX. Pro Tyr Pro Gin Pro 

35 40 
30 ~r>r^ n-AP rrr pat GGC CCC 315 



60 
120 
171 



219 



363 



411 



CCT TIC CAG CCC TCC CCC TAG GGT CAG CCA GGG TAC CCC CAT GGC CCC 
Z 2 Gin Pro S.r Pro Tyr Gly Gin Pro Gly Tyr Pro HI, Gly Pro 

cc DO 

50 " 
AGC CCC TAC CCC CAA GGG GGC TAC CCA CAG GGT CCC TAC CCC CAA GGG 
Ser Pro Tyr Pro Gin Gly Gly Tyr Pro Gin Gly Pro Tyr Pro Gin Gly 

70 ^ 3 
GGC TAC CCA CAG GGC CCC TAC CCA CAA GAG GGC TAC CCA CAG GGC CCC 
Z Z Pro Gin Gly Pro Tyr Pro Glo Gin Gly Tyr Pro Gin Gly Pro 

85 90 
TAC CCC CAA GGG GGC TAC CCC CAG GGG CCA TAT CCC CAG AGC CCC TTC 
Tyr Pro Glu Gly Gly Tyr Pro Gin Gly Pro Tyr Pro Gin Ser Pro Ph. 

100 105 
CCC CCC AAC CCC TAT GGA CAG CCA CAG GTG TTC CCA GGA CAA GAG CCT 
Pro Pro Asn Pro Tyr Gly Gin Pro Gin V.l Phe Pro Gly Gin A.p Pro 

115 120 
GAG TCA CCC CAG CAT GGA AAC TAC CAG GAG GAG GGT CCC CCA TCC TAC 555 
Z Pro Gin His Gly Asn Tyr Gin Glu Glu Gly Pro Pro Ser Tyr 

130 133 
TAT GAC AAC CAG GAC TTC CCT GCC ACC AAC TGG GAT GAG AAG AGC ATC 
Tyr Asp Asn Gin Asp Ph. Pro Al. Thr As. Trp Asp A.p Lys S.r Ho 



603 




WO 98/21328 



PCT/JP97/04056 
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145 "0 " 5 

======s========= 

,„ 180 185 

A« Z TTT GTC CGO GAG AAT GTC TGG ACC TAC TAT GTC TOO TAT GOT 
Z " - ™ Arg 0I„ a™ ,.I *, * £ ^ - - ^ - 

195 

CTC TTG TTC ATC TOT CTC ATC GTC CTC AGO TOT TGT GGG OAC ,TO OGO 
V.I Z ™ XX. S.r L» XI. VI 1- S.r C 7 , Cys GI y A.o A. Arg 

210 215 
rOA AAG OAC CCC TGG AAC CTT GTT GCA CTG TOO GTC CTG AGO GOO AGO 

~ z ™ - «p *- - ~ - s - vii Leu ir* 

225 2 ^ 
OTG TOG TAC ATG GTG GGG ATG ATC GOC AGO TTG TAG AAC ACG GAG GOA 
Z Z Tyr H.t V.I GI 7 H« IX. A,. S.r Phe T y r A.u Thr GX» 

245 

GTG ATO ATG GOC GTG GGC ATC AGO ACA GCC GTC TOO TTC AGO GTC GTC 
Z Z mt Al. V.! Gl, II. Thr Thr AX. V.! C,. Ph. Thr V.I V.l 

««= 260 265 

ATO TTC TCC ATG GAG ACG GGC TAC OAC TTC ACC TCA TGG ATG GGC GTG 
Z Z S.r «« Cl» Thr Arg T y r A.p Ph. «. S.r <*. Met 01, V.I 

275 280 
0T0 GTG GTG AGO ATG GTG GTG OTG TTG ATC TTC GCO ATT CTC TGC ATC 
Z Z Val S.r M.t V.1 V.l W Ph. II. Phe Ala II. L.» 0,s II. 

290 295 
TTC ATC CGG AAC CGC ATC CTG GAG ATC GTG TAO GCC TOA CTG GGC GOT 
Z XX. Arg A.n Arg XX. L- ^ XX. V.X T y r AX. S.r X.u CI, AX. 

305 310 
CTG CTC TTC ACC TGC TTC CTC GCA GTG GAC ACC CAG CTG CTG CTG GGG 
Z Z Z CyS Phe ,eu Ala Val Asp *r Gin Leu L eu ,eu Gl y 

325 

AAC AAG CAG CTG TOO OTG AGO CCA GAA GAG TAT GTG TTT GOT GOG CTG 
Z Z "» - S.r - Mr Pro 01. GXa T y r V.X ». AX. AX. ...» 

340 

^ CTG TAC ACA GAC ATC ATO AAC ATC TTC CTG TAG ATC CTC ACC ATC 
A.» L.» T,r Thr Asp IX. IX. A 8 „ IX. Ph. -» V IX. L.» Thr IX. 

355 3b0 
ATT GGC CGC GCC AAG GAG TAGCCGAGCT CCAGCTCGCT GTGCC 
He Gly Arg Ala Lys Glu 
370 

CGCTCAGGTG GCACGGCTGG CCTGGACCCT GOCCCTGGOA CGGCAGTGCC AGCTGTACTT 



651 



699 



747 



795 



843 



891 



939 



987 



1035 



1083 



1131 



1179 



1227 



1270 



1330 



PCT/JP97/04056 
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c „ =r =: = ~ = 
.see srs.s— . = = : — 

ATTGTTGCAT OAGC = « = = ° » ^ 
GGGGAGAGGG ATTGAGCCAA CCCICIGS GG 

"""""I ^STtgtt Itccctgtgc TGAGCCCTGA GGGCAGAGAG GATGGCATGT 

Z£Z ESS TTGTTGTCAG TGAAATTCCA ATAAATGGGA 



TTTGCTCTCT GCCT 



1390 

1450 

1510 

1570 

1630 

1690 

1750 

1810 

182A 



Sequence No.: 53 

Sequence length: 1076 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP01098 
Sequence characteristics 

Code representing characteristics: 

Existence site: 62.. 601 
Characterization method: E 
Sequence description 



CDS 



C ATG CTG TCT CTA GAC TTT TTG ^ ^ 

Met Leu Ser Leu Asp Phe Leu Asp Asp Val Arg Arg ^ 



60 
109 



5 10 
1 . _ • • qtc CTA AAT TTT GGA ATG ATT GTC TCA TCG GCA 157 

- z z z z z Z - - ^ - ~ - to s " " a 

CIA ATG « Z AAG GGG « » Z ~ £ ~ £ - ~ " ~ 

Leu Met He Trp Lys Gly Leu Met Val He Tfcr y ^ 

35 _ ^ a a rrT rPA TTT CAT AGA GGA 253 

z - s r.: s ~ r z z z „ 

50 . _ » " rrA GTT GA A GAT CCC ATA CGA GTG GGA 301 

GAT CTT CTC TTT CTA ACA AAT CGA GTT GAA 

Asp Leu Leu Phe Leu Thr Asn Arg Val Cl« Asp ^ 

OaI ATT GTT GTT TTT AGG ATA GAA GGA AGA GAG ATT CCT ATA GTT CAC ^ 



PCT/JP97/04056 



WO 98/21328 



138 



Glu He 

CGA GTC 
Arg Val 

ACC AAA 
Tbr Lys 



GGA CAA 
Gly Gin 
130 
TTT GTT 
pbe Val 
145 

AAA TTT 
Lys Pne 



CAT CGT 
His Arg 



■n- Glu Gly Arg Glu He Pro He 
Val Val Pbe Arg U- 6l» ™ ^ 

85 . lit CAA AAT GGG CAT ATC AAG 

TTG AAG ATT CAT GAA AAG CAA AA ^ Lys 

100 rrr GTT GAT GAC CGA GGC CTC TAT 

GAT AAT AAT GCG GTT GA ^ ^ ^ Tyr 

Gly Asp Asn Asn Ala Val Asp ^ 

115 "° GAT GT T GTG GGG AGA GCC 

^ TGG CTA GAG AAA AAA GAT ^ ^ ^ ^ 

His Trp Leu Glu Lys Lys Asp ^ 

U5 ,r APG ATC CTC ATG AAT GAC 

CCI IAI « £ £ ™ £ * le Leo « Mn MP 

Pro Tyr He Gly «■ l55 

150 _ T 4 TTC GTG 

nT . TTT TTG CTG GGT TTA 

- tat r. z z u. - «t - m ' -* 1 

Lys Tyr Ala Val u ^ 
GAG » ^00 TGCCTTGCTG «~ « 

Glu 



Val His 

95 
TTT TTG 
phe Leu 



AAA CAA 
Lys Gin 

AGG GGA 
Arg Gly 



TAT CCT 
Tyr Pro 
160 
CTG GTT 
Leu Val 
175 



397 



445 



493 



541 



589 



630 



GCCATAGTTT 
GAACACACGT 
AGAGTTTGTG 
CAGGATTTCA 
ATATTAAAAG 
AAAGTGCCTA 
ACCTCCTTCT 
TTAAATAAAA 



TCGTTACTGG 
GTTGGTGCTT 
TGGGCGGGCG 
TAATTGTCAT 
GTTGAGCCAA 
CAGAGACTTG 
ATTAGGAATG 
GACTTTGCAC 



ATGTTTGGAG 
CTGGGTAGCA 
CATGTGCACC 
TGTCACACTT 
AGCCCCCAGT 
TAAATGAAAA 
GCATATACTG 
ATTGAG 



TAGATACTGG 
CTGGTTTGCA 
ACAGAGTGCA 
TCAAATTTTT 
GTTTGTATTT 
TGCAGCTCTG 
AGGTGGTCGT 



TCTGTGATTG 
TTAGTTTATG 
CTCGAGGGGA 
GTACATCAGT 
TGAAGCCAAG 
CACGAGTTTG 
AAGTCTTAAC 



GTGGAATGGA 
TTTCCATGCC 
CTTTCAGTCA 
GAATTTTTTT 
CTTCACTTCT 
AAACCGTCAT 
TTCTAAAATT 



690 

750 

810 
870 
930 
990 

1050 
1076 



Sequence No.: 54 
Seduce length, U» 
Sequence type: Nuclei 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA 

Original Bomo sapi ens 

Organism species. 
Cell kind: Liver 
done name: HP0U*8 _ 
Seance ^^Z^s^, CDS 

code -P" 9 ^ 6 102 .. 11A5 
Existence site. J- 
Characterization method. 



WO 98/21328 



PCT/JP97/04056 



139 



Sequence description 

OICOCICOK TTAACATACT TGCAGCTAAA ACTAAATATT GCTGCTTGGG GACCTCCTTC 
TTTCAGCTCA TCACCTTCAC CTGCCTTGGT C ATG GCT CTG CTA TTC 

1 5 
TCC TTG ATC CTT GCC ATT TGC ACC AGA OCT GGA TTC CTA GCG TCT CCA 
Ser Leu He Leu Ala He Cys Thr Arg Pro Cly Phe Leu Ala Ser Pro 

10 15 20 

TCT GGA GTG CGG CTG GTG GGG GGC CTC CAC CGC TGT GAA GGG CGG GTG 
Ser Gly Val Arg Leu Val Gly Gly Leu His Arg Cys Glu Gly Arg Val 



25 



30 



GAG GTG GAA CAG AAA GGC CAG TGG GGC ACC GTG TGT GAT GAC GGC TGG 
Glu Val Glu Gin Lys Gly Gin Trp Gly Thr Val Cys Asp Asp Gly Trp 



40 



45 50 



Glu Gin Lys Val Leu He Gin Ser Val Ser Cys Thr Gly Thr Glu Asp 

90 9:3 



ACA TTG GCT CAG TGT GAG CAA GAA GAA GTT TAT GAT TGT TCA CAT GAA 
Thr Leu Ala Gin Cys Glu Gin Glu Glu Val Tyr Asp Cys Ser Hxs Glu 

105 H° 115 

GAA GAT GCT GGG GCA TCG TGT GAG AAC CCA GAG AGC TCT TTC TCC CCA 
Glu Asp Ala Gly Ala Ser Cys Glu Asn Pro Glu Ser Ser Phe Ser Pro 

120 125 I 30 

GTC CCA GAG GGT GTC AGG CTG GCT GAC GGC CCT GGG CAT TGC AAG GGA 
Val Pro Glu Gly Val Arg Leu Ala Asp Gly Pro Gly His Cys Lys Gly 



140 I* 5 



170 I 75 



GGG AGG GCT GTA CTG ACT CAA AAA CGC TGC AAC AAG CAT GCC TAT GGC 
Gly Arg Ala Val Leu Thr Gin Lys Arg Cys Asn Lys His Ala Tyr Gly 

185 I 90 195 

CGA AAA CCC ATC TGG CTG AGC CAG ATG TCA TGC TCA GGA CGA GAA GCA 
Arg Lys Pro He Trp Leu Ser Gin Met Ser Cys Ser Gly Arg Glu Ala 



60 
116 



164 



212 



260 



308 



356 



GAC ATT AAG GAC GTG GCT GTG TTG TGC CGG GAG CTG GGC TGT GGA GCT 
Asp He Lys Asp Val Ala Val Leu Cys Arg Glu Leu Gly Cys Gly Ala 

55 60 65 

GCC AGC GGA ACC CCT ACT GGT ATT TTG TAT GAG CCA CCA GCA GAA AAA 
Ala Ser Gly Thr Pro Ser Gly He Leu Tyr Glu Pro Pro Ala Glu Lys 

75 80 
GAG CAA AAG GTC CTC ATC CAA TCA GTC AGT TGC ACA GGA ACA GAA GAT 



452 



500 



548 



596 



135 

CGC GTG GAA GTG AAG CAC CAG AAC CAG TGG TAT ACC GTG TGC CAG ACA 
Arg Val Glu Val Lys His Gin Asn Gin Trp Tyr Thr Val Cys Gin Thr 

155 l g0 165 

GGC TGG AGC CTC CGG GCC GCA AAG GTG GTG TGC CGG CAG CTG GGA TGT 
Gly Trp Ser Leu Arg Ala Ala Lys Val Val Cys Arg Gin Leu Gly Cys 

— 180 



692 



740 



PCT/JP97/04056 
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ACC CTT 
Thr Leu 
215 
CAT GAT 
His Asp 
230 

CTA GTA 
Leu Val 



200 

CAG GAT 
Gin Asp 

GAA GAG 
Glu Asp 

GGA GGA 
Gly Gly 



AAG GGC 
Lys Gly 

GAG CAG 
Asp Gin 



TCC TTC 
Ser Phe 
295 
CTG GAT 

Leu Asp 

310 

CAG CAC 
Gin His 

GCT GTC 
Ala Val 



GTA TGG 
Val Trp 
265 
GTG GTA 
Val Val 
280 

AGA GAC 
Arg Asp 



TGC CCT 
Cys Pro 

ACG TGG 
Thr Trp 
235 
GAC AAC 

Asp Asn 

250 

GGC TCT 
Gly Ser 



TGC AAG 
Cys Lys 

CGG AAA 
Arg Lys 



AAT GTT 
Asn Val 

AGA TTT 
Arg Phe 



CCCCTGGCCC 
CTGGGGCTCA 
ATGCCTTACT 
TCCCTCTTGC 
ACTGGTTCTG 
TGGTCAGATG 
TATTACTAAT 

G 



CGT TGC 
Arg Cys 
315 
TGG GGG 
Trp Gly 
330 

ATC TGC TCA GGA 
lie Cys Ser Gly 
345 
CGCCTGCCCT 
GGCTTGAGCC 
CTCAGGGACA 
TGGGGAAGAT 
GCCTTTCCTG 
TGCAGACCAT 
CTATGTCTGC 



140 

o«c 210 
205 

TCT GGG CCT TGG GGG AAG AAC ACC 
Ser Gly Pro Trp Gly Lys Asn Thr 

220 225 
GTC GAA TGT GAA GAT CCC TTT GAC 
Val Glu Cys Glu Asp Pro Phe Asp 
240 

CTC TGC TCT GGG CGA CTG GAG GTG 
Leu Cys Ser Gly Arg Leu Glu Val 
255 

GTC TGT GAT GAC AAC TGG GGA GAA 
Val Cys Asp Asp Asn Trp Gly Glu 
270 275 
GAA CTG GGC TGT GGG AAG TCC CTC 
Gin Leu Gly Cys Gly Lys Ser Leu 

285 290 
TGC TAT GGC CCT GGG GTT GGC CGC 
Cys Tyr Gly Pro Gly Val Gly Arg 

300 305 
TCA GGG GAG GAG CAG TCC CTG GAG 
Ser Gly Glu Glu Gin Ser Leu Glu 
320 

TTT CAC GAC TGC ACC CAC CAG GAA 
Phe His Asp Cys Thr His Gin Glu 
335 

TAGTATCCTG GTGTTGCTTG ACCTGGCC 



TGC AAC 
Cys Asn 

TTG AGA 
Leu Arg 
245 
CTG CAC 
Leu His 
260 

AAG GAG 
Lys Glu 

TCT CCC 
Ser Pro 

ATC TGG 
lie Trp 



CAG TGC 
Gin Cys 
325 
GAT GTG 
Asp Val 
340 



788 



836 



884 



932 



980 



1028 



1076 



1124 



1170 



CTGCTTGTTC 
ACTACTCCCT 
AGCAGCCCCC 
GAGCTTCCAT 
CCTTTTCTCA 
TACTAAGGTC 
AAACATTAAA 



TCCTGAGCCC 

CATCCCCTCA 

ATTGCTGCCT 

GTATCCTGTG 

AGCTGCCTGG 

TATGTCTGCA 

GGAATGAAAC 



TGATTATCCT 


CATACTCATT 


1230 


GGAGTCTGAA 


CACTGGGCTT 


1290 


GTAGATGTGA 


GCTGTTGAGT 


1350 


CTCAACCCTG 


ACCCTTTGAC 


1410 


AATCCTCAAA 


CCTGTCACTT 


1470 


AACATTACTA 


ATCTAGGTCC 


1530 


AATGAAAGGA 


ACATTTGAAA 


1590 
1591 



Sequence No . : 55 

Sequence length: 1888 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 



PCT/JP97/04056 



WO 98/21328 
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Original source: 

Organism species: Homo sapiens 
Cell kind: Liver 
Clone name: HP01293 
Sequence characteristics 

Code representing characteristics: CDS 
Existence site: 90.. 1754 
Characterization method: E 
Sequence description 



^.rrTCCCCA CTGCAGCCCA GAGCAGGTCT 60 
CCTTTTCAAA GATCTCTGAG GAT GAC ATT CTG US 

GGCCACGGCC ATGAGCATGC TGAGCCATC ATG COO ACC ^ ^ ^ ^ ^ 



1 5 



TrT TGG TTC CAG AAG CAA GCC TTC CTC ATC 161 

z z z z z z z z ~ - „ - - - - 

1° 15 A T r TGT GTG GGC ATC GTC 209 

„,„ nn r? crr TTT GCG CCC ATC l^i- toAV » TO 
TTA TGC CTG CTG TCG GCT GCC TTT ^ ^ ^ ^ ^ 

Leu Cys Leu Leu Ser Ala Ala Pne ju. 4Q 



- „ « ™ - «: r - - £ - - « z z 257 

Phe Leu Gly Phe Thr Pro Asp His Hxs Cys ^ 



r*r CGC TGT GGC TGG AGC CCT GCG GAG GAG CTG AAC TAT 
GAG CTG AGC CAG CGC TGT GGC ^ ^ ^ ^ Asn Tyr 

Glu Leu Ser Gin Arg Cys Giy irp ^ 7Q 

60 r t r rrr TTC CTT GGC CAG TGC 

Z z z z z z z z z z Z - - «, - c, 

80 

* ... GTG GAC TGG AAC CAG AGC GCC CTC ACC TGT CTA GAC 

z z z z Z Z - - - - - £ s " - " p 

CCC CTG GCT AGC CTG GCC ACC AAC AGO AGC CAC CTG CCG CTC GCT CCC 
„o U>» Al. Ser Leu Ale thr Asn Ar B Ser His ^ 

105 «, „»n app rCC GGC TCT TCC ATC GTC ACT 

TGC CAG GAT GGC TCG GTG TAT GAC ACG CCC GGC ^ ^ 

Cys G!n Asp OIT Trp V.l Tyx Asp Thr Pro Gly ^ 

125 -., rrr GAC TCC TGG AAG CTG GAC CTC TTT CAG 
GAG TTC AAC CTG GTG TGT GCT GAC TCC ^ ^ ^ ^ ^ 

Glu Phe Asn Leu Val Cys Axa a P ^ 

,. TTC TTC TTT GGC TCT CTC GGT CTT GGC TAC 

Icc TGT TTC AAT GCG GGC TTC TTC TTT ^ ^ ^ ^ , yr 

Ser Cys Leu Asn Ala bJ-y ' 165 



160 

155 A ° 
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^ a Ap rTr TGT CTC CTG GGA ACT GTG CTG 
r*An Ann TTT GGC CGT AAG CTC* l^i ^ 

e e r P r 8 z « - - - - G17 ^ v>1 

175 18 
Z GCG GTG TCG GGC GTG CTC ATG GCC TTC TCG CCC AAC TAG ATG 
Z Z Z Z Z G ly V., U. Mer M» - ~ - - ^ Z 

190 

================ 

================ 

================ 

_ a i o ttt-t Ala Leu Pro His irp iu:g -n-p « 
Val Ala Leu Thr Gly Leu Ala Tyr Ala lb 

255 

CAG CTG - «TC TCC CTG CCC ACC TTC CTC TTC CTG CTC TAG TAG TCG 
Gin X.eu Ala V.l Ser Leu Pro Thr ft. L~ Fh. "» * ^ 

270 

- - ccs :r i:°r - r g z z z z zzz z z 

Cys Val Pro Glu Ser Pro Arg irp ^ 

285 290 

================ 

================ 

320 

r PTC AGC CCT TCA TTT GCA GAG CTG TTC CGC ACG CCG CGC CTG AGG 
AAG CTG AGC CCT TCA Leu ^ 

Lys Leu Ser Pro Ser Phe Ala Asp Leu Phe Arg Tfc 

335 

^ »CC TTC ATG GTG ATG TAG CTG TGG TTC ACG GAC TCT GTG GTG 
Z Z Z Z Z « Her T 7 r U. «, fte Thr A. Ser V.l £ 

350 " 
, ,.r GGG CTC ATC CTG CAG ATG GGC GCC ACC AGC GOG AAC CTC TAG 
Z Z Z Z Z - * Her Gl, AXa T»r Ser Gl y As. «. T,r 

- r s n S £ z z z z z z z z z z 

Leu Asp Pne Leu iyi 39Q 
oon 385 

!!! ATT GAC CGC GTG GGC CGC ATC TAC CCC ATG GCC GTG 
GCC CTC ATC ACC ATT GAC Val 
Al. Leu He Thr He Asp Arg Val Gly Arg He Tyr 



641 



1169 
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TCA AAT 
Ser Asn 
410 
CCT GAC 
Pro Asp 
425 

GGA ATC 
Gly lie 

TAC CCC 
Tyr Pro 

TGT GAC 
Cys Asp 

GAG GTC 
Glu Val 
490 
CTT GCC 
Leu Ala 
505 

TTG CCA 
Leu Pro 

CCC AAA 
Pro Lys 



GGC ACC 
Gly Thr 



395 400 405 

TTG TTG GCG GGG GCA GCC TGC CTC GTC ATG ATT 
Leu Leu Ala Gly Ala Ala Cys Leu Val Met He 

415 420 
CTG CAC TGG TTA AAC ATC ATA ATC ATG TGT GTT 
Leu His Trp Leu Asn He He He Met Cys Val 

430 435 
ACC ATT GCA ATA CAA ATG ATC TGC CTG GTG AAT 
Thr He Ala He Gin Met He Cys Leu Val Asn 

445 450 
ACA TTC GTC AGG AAC CTC GGA GTG ATG GTG TGT 
Thr Phe Val Arg Asn Leu Gly Val Met Val Cys 

460 465 
ATA GGT GGG ATA ATC ACC CCC TTC ATA GTC TTC 
He Gly Gly He He Thr Pro Phe He Val Phe 
475 480 485 

TGG CAA GCC TTG CCC CTC ATT TTG TTT GCG GTG 
Trp Gin Ala Leu Pro Leu He Leu Phe Ala Val 

495 500 
GCG GGA GTG ACG CTA CTT CTT CCA GAG ACC AAG 
Ala Gly Val Thr Leu Leu Leu Pro Glu Thr Lys 

510 515 
GAG ACC ATG AAG GAC GCC GAG AAC CTT GGG AGA 
Glu Thr Met Lys Asp Ala Glu Asn Leu Gly Arg 

525 530 
GAA AAC ACG ATT TAC CTT AAG GTC CAA ACC TCA 
Glu Asn Thr He Tyr Leu Lys Val Gin Thr Ser 

540 545 
TGAGAGAGAT GTTTTGCGGC GATGTCGTGT TGGAGGGATG 



TTT ATC TCA 
Phe He Ser 



GGC CGA 
Gly Arg 

GCT GAG 
Ala Glu 
455 
TCC TCC 
Ser Ser 
470 

AGG CTG 
Arg Leu 



ATG 
Met 
440 
CTG 
Leu 

CTG 
Leu 

AGG 
Arg 



TTG GGC CTG 
Leu Gly Leu 

GGG GTC GCT 
Gly Val Ala 
520 

AAA GCA AAG 
Lys Ala Lys 

535 
GAA CCC TCG 
Glu Pro Ser 
550 

AAGATGGAG 



1361 



1409 



1457 



1505 



1553 



1601 



1649 



1697 



1745 



1800 



TTATCCTCTG CAGAAATTCC TAGACGCCTT CACTTCTCTG TATTCTTCCT CATACTTGCC 
TACCCCCAAA TTAATATCAG TCCTAAAG 



1860 
1888 



Sequence No. : 56 

Sequence length: 2033 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology : Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 
Cell kind: Epidermoid carcinoma 



PCT/JP97/04056 



WO 98/21328 



144 



Cell line: KB 
Clone name: HP10013 

Sequ ence ^"^L^istics . C D S 
Code representing "u* 
Existence site: 97.. 1149 
Characterization method: Z 
Sequence description 

trr PCGTCACCTC CTCACGCTGC GGCTGTCGCC 
GAGTCCGAGC Q GGCMJC ATG 

CGTGTCGCCC CGCAGTGCTC o ^ 

1 

TTG GGG AAC 
Leu Gly Asn 
15 

CGA AAT GGA 
Arg Asn Gly 



CTC CTG 
Leu Leu 

AAA TCA 
Lys Ser 



GGA GAG 
Gly Glu 
40 

AAA GAA 
Lys Glu 

55 
CGT CCT 
Arg Pro 

GCT CTA 
Ala Leu 



GCG TTG GTG 
Ala Leu Val 
10 

CCA GGG TCT 
Pro Gly Ser 
25 

CGG ATC CCA 
Arg He Pro 



GCG GGT GTT 
Ala Gly Val 



GAC CTT TCT 
Asp Leu Ser 



CCT TTT 
Pro Phe 



GAG GAA 
Glu Glu 
120 
TAT ATG 
Tyr Met 
135 

TTG CGC 
Leu Arg 

TCA CTC 
Ser Leu 



CGG GCT ACC 
Arg Ala Thr 
75 

CCC CCA GGC 
Pro Pro Gly 
90 

AGT CTT GAC 
Ser Leu Asp 
105 

ACT CCT GTT 
Thr Pro Val 



GTT GTT TTC 
Val Val Phe 
30 

GAC GTG GCT 
Asp Val Ala 
45 

TGG CCA GGA 
Trp Pro Gly 
60 

GTC ATG GTG 
Val Met Val 



AGT GTC ATT 
Ser Val He 



GTA GGG AAG 
Val Gly Lys 



CAG CTC CGT 
Gin Leu Arg 
155 

CCC CTC AAT 
Pro Leu Asn 



AGT GTT GCA 
Ser Val Ala 
110 

GTT TTG CAG 
Val Leu Gin 

125 
GCA AAC TCA 
Ala Asn Ser 
140 

AAT CGC CTG 
Asn Arg Leu 



GCA TTG TCC 
Ala Leu Ser 



CTC GCA GTG 
Leu Ala Val 
65 

ATG GTG AAG 
Met Val Lys 
80 

TCG TAC CCT 
Ser Tyr Pro 
95 

AAT TCC ATT 
Asn Ser He 



TTG GCT CCC 
Leu Ala Pro 



TCT CTG AGT 
Ser Leu Ser 



GTG TTT GAA 
Val Phe Glu 
145 

TTT CAA GAA 
Phe Gin Glu 

160 
AGG AAC AAT 
Arg Asn Asn 



CGTGTCCCGC CGGCCCGTTC 
GCT GTG TTT GTC GTG 
Ala Val Phe Val Val 
5 

GAG TTT AGT ATA TTA 
Glu Phe Ser He Leu 
20 

AAT TGG CCT ATA CCA 
Asn Trp Pro He Pro 
35 

ATG GGC TTC TCT GTG 
Met Gly Phe Ser Val 
50 

GGT AAC CTG TTT CAT 
Gly Asn Leu Phe His 
70 

GGA GTG AAC AAA CTG 
Gly Val Asn Lys Leu 
85 

TTG GAG AAT GCA GTT 
Leu Glu Asn Ala Val 
100 

CAC TCC TTA TTT TCT 
His Ser Leu Phe Ser 
115 

AGT GAG GAA AGA GTG 
Ser Glu Glu Arg Val 
130 

GAC CTT TCA GTC ACC 
Asp Leu Ser Val Thr 
150 

AAC TCT GTT CTC AGT 
Asn Ser Val Leu Ser 
165 

GAA GTT GAC CTG CTC 
Glu Val Asp Leu Leu 



60 
114 



162 



210 



258 



306 



354 



402 



450 



498 



546 



594 



642 
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145 



690 



738 



180 

I 70 IZ CAT ATT TCA AGC TTG CTG TCT 

TTT CTT TCT GAA «■ OU £ - CAT CAT ^ ^ _ Leu ser 

Phe Leu Ser Glu Leu Gin Val w , 

GAT CAT TCT CCT GAT TTA TAT TCA CTG 
• t *Ar CAT CTA GCC AAG GAT t>Ai Leu 
CGT CAT AAG CAT ci Sej . pro Asp Le u Tyr 

Arg His Lys His Leu Ala Lys A p ^ 

200 I! ATT GGG AAG CGT TAT GGG GAA GAC TCT 

- CTG z S - - - - - Lys T7r Gly Glu Asp - 

Glu Leu Ala Gly w*" *- 22 5 

22° pT rTG cAA AAG 

215 ATf CTT GTT GAC GCT Uiv* w*r* 

L CAA TTC AGA GAT GCT TCT AAG ATC CTT ^ ^ ^ ^ ^ Lys 

Glu Gin Phe Arg Asp Ala Ser Lys ^ ^ 

" 5 AfT CTT XAT GGT GGG AAT GCA GTG GTA GAG 

TTT GCA GAT GAC ATG TAC ACT CTT TAT ^ ^ ^ ^ Glu 

Phe Ala Asp Asp Met Tyr Ser Leu Ty^ ^ 

Z50 „„_ _„ r » TT AGG AAG ACA AGG 

TTA GTC ACT GTC AAG TCA TTT £ - TCC CTC ATT ^ ^ ^ ^ 
Leu Val Thr Val Lys Ser Phe Asp ^ 

265 r AA. GCG ^ AAC CCA GCA AGT CCC TAT AAC 

ACT ATC CTT GAG GCA AAA CAA GCG AAG ^ ^ ^ ^ ^ ^ 

Thr lie Leu Glu Ala Lys Gin Ala y ^ 

^0 GAA TAT TCC GTG GTT TTC AAC ATG GTA 

CTT GCA TAT AAG TAT AAT TTT GAA TAT ^ ^ ^ ^ yRl 

L eu Ala Tyr Lys Tyr Asn Phe Glu Tyr ^ 

CTT TGG ATA ATG ATC GCC TTG GCC TTG ^ ^ ^ ^ Tyr 

L eu Trp He Met He Ala Leu Ala ^ 

315 irr ATC ATT TAT AGG ATG 

„ ATT TOO W « ~* °» £ * « - - ~ " 8 

A sn lie Trp A» Hat Asp Pro 01 T Tyr ^ 

ACA AAG CAG WE ATT GGA ATG GAT TGAATGTTAC CTGTGCCAGA ATTA 

^ A»n «. B» " 8 * t £ 

345 3 ...«»TATAT CTTTTAOTGT GCTTTAAAGT 

OAAAAGGOOG TTGGAAATTG GCTGTTTTGT TAAAATATAT ^ 
AETATA CTTTACATTT ATAAAAAAAA ATCAAAT 

CTGTGATGTT TTTCTAGAGT GAATTATAGT *™£ ^tgaTTTC ATTCTGTTTA 

CCATAATATG CTTGAATATT ATOATA™C CAT^A ^ 
ATGAATTTGG AAATATGCAC TGAAAGAAAT TTAACTTCTT TACACAGCAT 

A^OTGO ACTGAATTTA TTAGAGAAAC = TOC 

AGGTGAAAAT GATATTTGGG tttttaactt aoagtagccc taaaatatoo 

ATGTAAATAA CTCTGAAACA AGAGAAAAGG GTAACAGAGG ACAGCTGTTT 

ATGTGCTTAT ATAATGGCTT AO = aCATGGGCTA ATATGGATAG TAAAAATACT 

TT TAACCCTC TTCTGCAAGT TTG1X 



786 



834 



882 



930 



978 



1026 



1074 



1122 



1170 



1230 

1290 

1350 

1410 

1470 

1530 

1590 

1650 

1710 

1770 
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====== 

AAAGTTAATG ATGATTCCAA AAC 



1830 
1890 
1950 
2010 
2033 



Sequence Ho.: 57 
Sequence length: 911 
Sequence type: Nucleic acxd 
Strandedness: Double 

Topology: Linear 

, . , . _r)«& to mRNA 

Sequence kind: cDNA t 

Original source: 

Em secies: Homo sapiens 
Organxsm specie » 

Cell kind: Fibrosarcoma 
Cell line: HT-1080 
Clone name: HP1003A 
Seouence characteristics 

Sequen ontinE characteristics : CDS 

Code representing ci« 

Existence site: 176.. 805 
Characterization method: E 
Sequence description 

GAAAGACAAC TCTC TCCCAT TCTGATTCTT 

CAGCCTTTCT CCAGGTTCT<* 



GTG TCC 
Val Ser 

CTG GGA 
Leu Gly 



GTG GCA 
Val Ala 
35 

CTC CTT 
Leu Leu 

50 
CTC ATG 
Leu Met 



TCT CCC TGC 
Ser Pro Cys 
5 

CTG AGC CTT 
Leu Ser Leu 
20 

CTC CTC CTT 
Leu Leu Leu 



ACG CAG 
Thr Gin 



GGG ACT 
Gly Thr 



GGC AGG CAT 
Gly Are His 



GTA CTC ACT 
Val Leu Thr 



CCT AAC 
Pro Asn 
40 

GCC ATG 
Ala Met 

55 
GCA GCT 
Ala Ala 



GCA AGC 
Ala Ser 
10 

GCA GCC 
Ala Ala 

25 
TGG GAT 
Trp Asp 



TCA CGG 
Ser Arg 



CTG TTT 
Leu Phe 

GTC ACC 
Val Thr 



CTG GGA 
Leu Gly 

ATC CTC 
He Leu 



ACT GGG 
Thr Gly 
60 

ATC TCC 
lie Ser 



CCCTCCTGGA AAGAGTCCTG 
GGAGCCCCAC TCTGAAGACG 
GACACCAGAT GCAGG ATG 
Met 
1 

ACT TGC TCC CGT ATC 
Thr Cys Ser Arg He 
15 

GCT GCT GGG GCC AAC 
Ala Ala Gly Ala Asn 
30 

TAC CTG TTG AGG GGC 
Tyr Leu Leu Arg Gly 
45 

CTC TGG GGA GGA GGC 
Leu Trp Gly Gly Gly 
65 

TTG ATG GGC TGG AGA 
Leu Met Gly Trp Arg 



60 
120 
178 



226 



274 



322 



370 



418 
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70 



147 

75 80 



150 

GTC TGC CTG GAG CCC TCT GCA GCT GTT GTC TGG CAC GTG TCC CTC TTC 
Val Cys Leu Glu Pro Ser Ala Ala Val Val Trp His Val Ser Leu Phe 

165 170 175 

T CC GCC CTT CTG TGC ATC AGC CTG CTC CAG CTT CTC CTG GTG GTC GTT 
Ser Ala Leu Leu Cys lie Ser Leu Leu Gin Leu Leu Leu Val Val Val 

185 190 
CAT GTC MC AAC AGC CTC CTG GGC CTT TTC TGC AGC CTC TGC GAG AAG 
Z Z. lie A„ Ser Leu Leu Cly L.u Cys Ser Leu Cys Glu 

200 205 
TGACAGGC AGAACCTTCA CTTGCAAGCA TGGGTGTTTA TCATCATCGG CTGTCTTGAA 860 
TCCTTTCTAC AAGGAGTGGG TACGAATTAT AAACAAACTT CCCCTTTAGG T 



466 



514 



562 



TAC GGC TGC TTC ACT AAG ACT GGG CTC TOT CGA AGC GTG CTT ACT GCT 
Tyr Gly Cys Phe Ser Lys ser Gly Leu Cys Arg Ser V.l Leu Thr Al. 

90 

CTG TTG TCA GGT GGC CTG GCT TTA CTT GGA GCC CTG ATT TGC TTT GTC 

ioo 105 110 

ACT TCT GGA GTT GCT CTG AAA GAT GGT CCT TTT TGC ATG TTT GAT GTT 
Tr Ser Gly Val Ala Leu Lys Asp Gly Pro Phe Cys Met Phe Asp Val 

120 125 
TCA TCC TTC AAT CAG ACA CAA GCT TGG AAA TAT GGT TAC CCA TTC AAA 
Ser Ser Phe Asn Gin Thr Gin Ala Trp Lys Tyr Gly Tyr Pro Phe Lys 

135 140 
GAC CTG CAT ACT AGO AAT TAT CTC TAT GAC CGT TCG CTC TGG AAC TCC 
Asp Leu His Ser Arg As. Tyr Leu Tyr Asp Arg Ser Leu Trp Ash Ser 

155 160 



706 



754 



802 



Sequence No. : 58 

Sequence length: 601 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Fibrosarcoma 

Cell line: HT-1080 

Clone name: HP10050 
Sequence characteristics 

Code representing characteristics: 

Existence site: 10.. 501 

Characterization method: E 



PCT/JP97/04056 

WO 98/21328 

148 

Sequence description 

CCATCTGTC ATG GCG GOT GGG CTG TTT GGT TTG AGO GCT CGC CGT CTT TTG 
Met Ala Ala Gly Leu Phe Gly Leu Ser Ala Arg Arg Leu Leu 
1 5 10 

GCG GCA GCG GCG ACG CGA GGG CTC CCG GCC GCC CGC GTC CGC TGG GAA 
Ala Ala Ala Ala Thr Arg Gly Leu Pro Ala Ala Arg Val Arg Trp Glu 
15 20 25 30 

TCT AGC TTC TCC AGG ACT GTG GTC GCC CCG TCC GCT GTG GCG GGA AAG 
Ser Ser Phe Ser Arg Thr Val Val Ala Pro Ser Ala Val Ala Gly Lys 

35 *° 45 

CGG CCC CCA GAA CCG ACC ACA CCG TGG CAA GAG GAC CCA GAA CCC GAG 
Arg Pro Pro Glu Pro Thr Thr Pro Trp Gin Glu Asp Pro Glu Pro Glu 

50 " 60 

GAC GAA AAC TTG TAT GAG AAG AAC CCA GAC TCC CAT GGT TAT GAC AAG 
Asp Glu Asn Leu Tyr Glu Lys Asn Pro Asp Ser His Gly Tyr Asp Lys 

GAC CCC gH TTG GAC GTC TGG AAC ATG CGA CTT GTC TTC TTC TTT GGC 
Asp Pro Val Leu Asp Val Trp Asn Met Arg Leu Val Phe Phe Phe Gly 

80 85 90 

GTC TCC ATC ATC CTG GTC CTT GGC AGC ACC TTT GTG GCC TAT CTG CCT 
Val Ser lie He Leu Val Leu Gly Ser Thr Phe Val Ala Tyr Leu Pro 



GAC TAG AGG TGC ACA GGG TGT CCA AGA GCG TGG GAT GGG ATG AAA GAG 
Asp Tyr Arg Cys Thr Gly Cys Pro Arg Ala Trp Asp Gly Met Lys Glu 

115 12° 125 

TGG TCC CGC CGC GAA GCT GAG AGG CTT GTG AAA TAC CGA GAG GCC AAT 
Trp Ser Arg Arg Glu Ala Glu Arg Leu Val Lys Tyr Arg Glu Ala Asn 

130 135 140 

GGC CTT CCC ATC ATG GAA TCC AAC TGC TTC GAC CCC AGC AAG ATC GAG 
Gly Leu Pro He Met Glu Ser Asn Cys Phe Asp Pro Ser Lys He Gin 
145 

CTG CCA GAG GAT GAG TGACCAGTTG CTAAGTGGGG CTCAAGAAGC AC 
Leu Pro Glu Asp Glu 

CGCCTTCCCC ACCCCCTGCC TGCCATTCTG ACCTCTTCTC AGAGCACCTA ATTAAAGGGG 
CTGAAAGTCT G 



51 



99 



147 



195 



243 



291 



339 



95 100 105 H° 

™o pat nsin A TCZ AAA GAG 387 



435 



483 



530 



590 
601 



Sequence No.: 59 
Sequence length: 394 
Sequence type: Nucleic ac 
Strandedness : Double 
Topology: Linear 
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Sequence kind: cDNA to mRNA 
Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP10071 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 47.. 325 

Characterization method: E 
Sequence description 

AACATCCGGG CCGCGCGGGG AAGGGGAGAC GTGGGGTAGA GTGACC ATG ACG AAA 

Met Thr Lys 

1 



55 



103 



TTA GCG CAG TGG CTT TGG GGA CTA GCG ATC CTG GGC TCG ACC TGG GTG 

5 10 15 

OCC CTG ACC ACG GGA GCC TTG GGC CTG GAG CTG CCC TTG TCC TGC CAG 151 
Ala Leu Thr Thr Gly Ala Leu Gly Leu Glu Leu Pro Leu Ser Cys Gin 

25 30 
oil GTC CTG TGG CCA CTG CCC GCC TAC TTG CTG GTG TCC GCC GGC TGG 
Z Z. U* T,p Pro I~ Pro Ala Tyr Ls» Leu V.l Ser A!» «, C y e 

A R 50 



247 



295 



TAT GCC CTG GGC ACT GTG GGC TAT CGT GTG GCC ACT TTT CAT GAC TGC 
?tr Ala Leu Gly Thr Val Gly Tyr Arg Val Ala Thr Phe His Asp Cys 

55 60 65 

GAG GAC GCC GCA CGC GAG CTG CAG AGC CAG ATA CAG GAG GCC CGA GCC 
G tu Itp Ala Ala Arg Glu Leu Gin Ser Gin lie Gin Glu Ala Arg Ala 

75 ®^ 
GAC TTA GCC CGC AGG GGG CTG CGC TTC TGACAGCCTA ACCCCATT 340 
Asp Leu Ala Arg Arg Gly Leu Arg Phe 

CCTGTGCGGA CAGCCCTTCC TCCCATTTCC CATTAAAGAG CCAGTTTATT TTCT 394 



Sequence No.: 60 

Sequence length: 732 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 




PCT/JP97/04056 



WO 98/21328 



150 



Cell line: D937 

Clone name: HP10076 
Sequence characteristics 

Code representing characterxstxcs . CDS 

Existence site: 82.. 600 

Characterization method: E 
Sequence description 

r AArAAGGGA AGGCGCGAGT GAGGAAAGGA GGTACTGTAG 

s= := rrr » = » « - z s = 
«============== 

15 aaa A rc AAG ACG AGC AAG ACA CAC 

sssss zzzz 

aca « « ~ - r - - « - - z z z z z 

T hr Asp Thr Gl« Ser Glu Ala Ser ^ 

45 a at rkC TTA AAG ATG GGA AAA GGG AAA 

z z z z z z z z z z «. ~ - - - - 

gtg or, .cc o- - «. £ « « « « s z z z 

Val Ala Ala Gin Cys Ser Bxs Ala Ala 

«===£======"== 

95 A&A OCT CCT GAT GAA GAA ACC CTG ATT GCA TTA 
CCC AAG GTG GTG GTC AAA GCT CCT G ^ ^ ^ ^ Leu 

Pro Ly6 Val Val Val Lys Ala Pro Asp ^ 

110 ^ apt fTA AGT TTA ATT CAA GAT 

125 in! err TCT CAA ACT GTC CTA GGG ATT 

zzzzzzzzzz--—*- 

140 ,a rA_C CTA. ATT GAC AAA GTC ACT GGT CAC CTA AAA 

- Z Z Z Z Z Z u. * « - - - - £ 

£ IAC aacaaoocct ccatcacaag « 

Leu Tyr 



60 

111 



159 



207 



255 



303 



351 



399 



447 



495 



543 



591 



640 
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• n » » i Ap rTPAATTTCT TCACCCAACT TAAATGTTCT 
TTGAAGCCTG TCAGATTCTA ACAACAAAAG CTGAATTTCI 

TGAGATGAAA ATAAAACCTA TTCCCATGTT CT 



700 
732 



Sequence No- : 61 

Sequence length: 697 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10085 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 151.. 600 

Characterization method: E 
Sequence description 



= = = = ===== 



1 5 



60 
120 
174 



222 



TTT ATA ATT GTT » CTT TTA ATA ACA ACT AAT ATT ATT ACT CTC ATA 
ft. He He V.1 CI, V.l. Leu He Thr Thr As. II. He Thr 

eI T AH CTA ACT CCA CAT TCT CAC ACT TTA TCC CCC TAT CAT TCC ATT 270 
v" Lys Leu Thr Ar 8 Asp Ser a. Ser Le» «*• «• ^ **> ^ 

30 

" XTC CAA AAC AAA TGC TAT TAT TTC TCT AAA GAA GAA GGA GAT TGG 
TTC CAA AAL. ^ ^ Qly Agp Trp 

Gly Phe Gin Asn Lys Cys Tyr Tyr rne 7 ____ 

AAT TCA ACT AAA TAG AAC TCT TCC ACT CAA CAT CCC CAC CTA ACT ATA 
Z ~ L Tyr AS„ Cys Ser Thr CXn Hi. A!a Asp Leu Thr He 

AII CAC AAC ATA CAA CAA ATC AAT TTT CTT ACC CCC TAT AAA TCC ACT «* 
" Asp Asn He Clu «. Met As. Phe Leu «E «g Tyr Lys Cys Ser 

80 



PCT/JP97/04056 
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152 

95 100 
90 pat aaK GCT ACA TTT ACC AAA TCG TTT GGC ATG AGA GGG ACT 510 
TG G GTA GAT GGA GCT ACA TTT ^ ^ 

Trp Val Asp Gly Ala Thr Phe mr uy ^ 

CAA GGA TOT GCC TAG ^ AGC GAT GAT GGT CCA GCA ACA GCT AGA TGT 558 

Z 2 Z AU £ Leu Mr A»P Asp Cly M» ^ £ °- 

TAC ACC GAA AGA AAA TGG ATT TGC AGG Z AGA ATA CAC TAA 
r,r Thr Gl« Arg Lys Trp He Cy. Arg Ly. Arg He Si. 

145 

GTTAATGTCT AAGATAATGG GGAAAATAGA AAATAACATT ATTAAGTGTA AAACCAGCAA «. 
AGTACTTTTT TAATTAAACA AAGTTCGAGT TTTGTAC 



Sequence No . : 62 

Sequence length: 1186 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP10122 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 139.. 705 

Characterization method: E 
Sequence description 



^ nArh rTTGG? CTGTTACTCG GTGGTGGCGG AGTCTACGGA 
CAGAGACGAA GGTGCGAG ATG AGG ACT « ^ ^ ^ ^ ^ ^ ^ 



1 



60 
120 
171 



219 



GTT TTT ATC TCT GTG TGC AGG GCT CTG CTC GCA GAG GGC ATA ACC TGG 
V.1 Phe lie ser Val Cys Tar Ale Leu Leu Ala Glu Gly II 

20 

===s===ss======= "" 

45 50 
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TCA GCT GGT CGA CAA CAG AAA AAG AAA ATA GAG AGA 
Ser Ala Gly Arg Gin Gin Lys Lys Lys lie Glu Arg 

60 65 
CTG AAG AAT AAC AAC AGA GAT CTA TCA ATG GTT CGA 
Leu Lys Asn Asn Asn Arg Asp Leu Ser Met Val Arg 

80 85 
TTT GCT ATT GGC TTT TGT TTT ACT GCC CTA ATG GGA 
Phe Ala lie Gly Phe Cys Phe Thr Ala Leu Met Gly 

95 100 
ATA TTT GAT GGT AGA GTG GTG GCA AAG CTT CCT TTT 
He Phe Asp Gly Arg Val Val Ala Lys Leu Pro Phe 

110 115 
TAC ATC CAA GGA CTG TCT CAT CGA AAT CTG CTG GGA 
Tyr He Gin Gly Leu Ser His Arg Asn Leu Leu Gly 

125 I 30 135 

GAC TGT TCC TTC ATT TTC CTG TAT ATT CTC TGT ACT 
Asp Cys Ser Phe He Phe Leu Tyr He Leu Cys Thr 

145 150 
CAG AAC ATT CAG AAG ATT CTC GGC CTT GCC CCT TCA 
Gin Asn He Gin Lys He Leu Gly Leu Ala Pro Ser 

160 I 65 
AAG CAG GCA GGT GGA TTT CTT GGC CCA CCA CCT CCT 
Lys Gin Ala Gly Gly Phe Leu Gly Pro Pro Pro Pro 

175 180 
TCT TGAACTCAAG AACTCTTTAT TTTCTATCAT TCTTTCTAGA 

Ser 



CAA GAA GAG 
Gin Glu Glu 



AAA 
Lys 
75 
ATG 
Met 



ATG AAA TCC 
Met Lys Ser 
90 

ATG TTC AAT TCC 
Met Phe Asn Ser 
105 

ACC CCT CTT TCT 
Thr Pro Leu Ser 
120 

GAT GAC ACC ACA 
Asp Asp Thr Thr 



ATG TCG ATT CGA 
Met Ser lie Arg 
155 

CGA GCC GCC ACC 
Arg Ala Ala Thr 
170 

TCT GGG AAG TTC 
Ser Gly Lys Phe 

185 
CACACACA 



CATCAGACTG 

TTCTAGTTTT 

CAAACTTGAT 

AAGTTCAGGT 

AAGTATTTTC 

ATGAGCATTT 

TTGTTGTTGT 

TTTAGCTGTT 



GCAACTGTTT 
GAATTATTTC 
AGTGCTTTTG 
AATGTTTATG 
TGTGGGACCG 
AGAGATTTAG 

TTTTTTTTCA 

TTATGT 



TGTAGCAAGA 
TAAGCCTTTT 
GTCCTAGATG 
TAATGAAAAA 
ACTCTCAAGG 
AAGAAAAATT 
AGCCAAATAC 



GCCATAGGTA 
GGGTATGATT 
ATTTTTATCA 
CAAATAGCAT 
CACTGTGTAT 
TAGTTTGTTT 
ATGACATAAG 



GCCTTACTAC 

AGAGTGAAAA 

AATAAGTGGA 

CCTTCTTGTT 

GCCCTGCAAG 

AACCCTTGTA 

ATCAATAAAG 



TTGGGCCTCT 
TGGCAGCCAG 
TTGATTAGTT 
TCATTTACAT 
TTGGCTGTCT 
ACTGTTTGTT 
AGGCCAAATT 



363 



411 



459 



507 



555 



603 



651 



699 



750 



810 
870 
930 
990 
1050 
1110 
1170 
1186 



Sequence No.: 63 

Sequence length: 1409 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 



WO 98/21328 
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154 



Organism species: Homo sapiens 

Cell kind: Lymphoma 

Cell line: U937 

Clone name: HP10136 
Sequence characteristics 

Code representing characteristics: 

Existence site: 82.- 729 

Characterization method: E 
Sequence description 



CDS 



ATAACTGTTG TCGCGGCGGA GGAAGTGAGG ACGGCGCCAA 
GGATCCCTGT AGTTTGTGAA G ATG GTG TTG CTA ACA 

Met Val Leu Leu Thr 
1 5 
GCG GAC GGG CTC CCG CTG GCC GCC TCG ATG CAG 
Ala Asp Gly Leu Pro Leu Ala Ala Ser Met Gin 

15 20 
GGC CGG GAC CTT CAA CAG TAT CAG AGT CAG GCT 
Gly Arg Asp Leu Gin Gin Tyr Gin Ser Gin Ala 

30 35 
AAG TTG AAT GAA CAG TCC CCT ACC AGA TGT ACC 
Lys Leu Asn Glu Gin Ser Pro Thr Arg Cys Thr 

45 50 
ATG ACT TTT CAC TAG ATT ATT GAG CAG GGG GTG 
Met Thr Phe His Tyr He He Glu Gin Gly Val 

60 65 
TGT GAA GCT GCC TTC CCT AAG AAG TTG GCT TTT 
Cys Glu Ala Ala Phe Pro Lys Lys Leu Ala Phe 

75 80 85 

TTG CAC TCA GAA TTT GAT GAA CAG CAT GGA AAG 
Leu His Ser Glu Phe Asp Glu Gin His Gly Lys 

95 100 
TCC CGA CCC TAT TCC TTT ATT GAA TTT GAT ACT 
Ser Arg Pro Tyr Ser Phe He Glu Phe Asp Thr 

110 115 
AAG AAG CTC TAC ATT GAC AGT CGT GCT CGA AGA 
Lys Lys Leu Tyr He Asp Ser Arg Ala Arg Arg 

125 130 
AAC ACT GAA TTG CAA GAT GTG CAG AGG ATC ATG 
Asn Thr Glu Leu Gin Asp Val Gin Arg He Met 
140 

GAA GTG TTA CAA CGA GGA GAA GCA CTC TCA GCA 
Glu Val Leu Gin Arg Gly Glu Ala Leu Ser Ala 
155 "° 165 



GGGCCTTCCG GGCCAGTGTT 
ATG ATC GCC CGA GTG 
Met He Ala Arg Val 
10 

GAG GAC GAA CAG TCT 
Glu Asp Glu Gin Ser 
25 

AAG CAA CTC TTT CGA 
Lys Gin Leu Phe Arg 
40 

TTG GAA GCA GGA GCC 
Leu Glu Ala Gly Ala 
55 

TGT TAT TTG GTT TTA 
Cys Tyr Leu Val Leu 
70 

GCC TAC CTA GAA GAT 
Ala Tyr Leu Glu Asp 
90 

AAG GTG CCC ACT GTG 
Lys Val Pro Thr Val 
105 

TTC ATT CAG AAA ACC 
Phe He Gin Lys Thr 
120 

AAT CTA GGC TCC ATC 
Asn Leu Gly Ser He 
135 

GTG GCC AAT ATT GAA 
Val Ala Asn He Glu 
150 

TTG GAT TCA AAG GCT 
Leu Asp Ser Lys Ala 
170 



60 
111 



159 



207 



255 



303 



351 



399 



447 



495 



543 



591 
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AAC AAT TTG TCC AGT CTG TCC AAG AAA TAC CGC CAG GAT GCG AAG TAG 
Asn Asn Leu Ser Ser Leu Ser L 7 s L y s T 7 r Arg Gin Asp Ala L y s T y r 

175 I 80 185 

TTG AAC ATG CGT TCC ACT TAT GCC AAA CTT GCA GCA GTA GCT GTA TTT 
Leu Z Me, Arg Ser Tfcr T y r Ala Ly s Leu Ala Ala Val Ala Val Phe 

190 1" 200 

TTC ATC ATG TTA ATA GTG TAT GTC CGA TTC TGG TGG CTG TGAA 
Phe He Met Leu He Val Tyr Val Arg Phe Trp Trp Leu 

205 210 215 

ATAATGAATA CAGTCACTGG TAAGGGAGAA CCTAGAACCC AGTAGGTGTA TATTTTCAGG 
AAACTGAGCT CACAGAGATG TGTATTAGAA TCCAAGTGGA ACTTCTGCCT CTAAAGACCT 
t^aIgaaaa GAGATGCCCT GAAAATGAAA GGTTGCACCT CATTTAATGA AGCTTAACCC 
TATGTAGAAA GTCTCTTTCG GGGGCAGAGG CTTTCTCTGG GTGCCAAGCC ATATATATTA 
GGGAATAGTA GATTGTTAAT TTCGTTTTTT CCCTCCCAGT GCATTTTAAA 
GCTGGGGCAT TCTCATTCTC TGATGGAGCC AT CAATG AG A TTTAACTTAG TCAACCTGTG 
ctag^cIt TCTGAAATTC CTTCAAAGAA GGCAGTCCTT TGGGAAGGTG TTTTTTTTTT 
TTTTTTTTTT TTTGACTCTA ATCAACATTC CTTTTGTTGG TGACATTTGT GATTTTCAGT 
HtCTGAGTT TTTGATGGCC TTTTAAACAA GACTCCAGTA TGTGAAGGT T AATTGCTGTG 
^ccIcIgIt CTTGTCTATT GGCCCCTGTA GAAAGTTAAC CTTTGTTGTT TTCCTTTTAT 

aItttg^tta ttgcacaatt gctttagggt aagtgaatta tattaagatg CCTTGAAATT 

ATAGCACTCC TTG ATT AAG 



639 



687 



730 



790 
850 
910 
970 
1030 
1090 
1150 
1210 
1270 
1330 
1390 
1409 



Sequence No, : 64 

Sequence length: 974 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology: Linear 

Sequence kind: cDNA to niRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP10175 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 174.. 512 

Characterization method: E 
Sequence description 

AGAGCCGCTC CCCTCTCCTC GCCCCGCCAC CGGGACGGAG AGCGCCCGCC GCTGCATTTC 
«ACC TCCCAGTCAT TCCTGCGGCT TGCGCGCCCT TGTAGACAGC CGGGGCCTTC 
GTGAGACCGG TGCAGGCCTG GGGTAGTCTC CTGTCTGGAC AGAGAAGAGA AAA ATG 

Met 

1 



60 
120 
176 
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_ . GTG CCT TT G CAT TGG TTT GGC TTT GGC TAG 

CAO OAC ACT GGC TCA GTA GTG CCT T ^ ^ ^ 6ly ^ 

Gin Asp Thr Gly Ser Val Val ^ 15 

5 nrr TAT GTA AAA GCA GGC 

0CA » CTC * «* r - ~ « i ™ ™ - «> 

Ala Ala Leu Val Ala Ser Gly Gly ^ 

20 nn rrr CTC TTT GGC AGT CTA GCC GGC 

- T Z Z Z Z Z Z Z ~ *, - - - - 

S er Val Pro Ser Leu ax ^ 

35 40 „ Ar p><p CCA AGG AAC GTT TGG GTT TTC 

Z Z Z Z Z Z Z Z Z L « - ~ - - ~ 

£ GCT « « « « r « * * £ £ " ^ Z Z 

Le u Ala Thr Ser Gly Thr Leu Ala Gly 1^ 8Q 

70 , rl rCT TTA ATT GCA GGT GCC AGT TTG 

CAC TCT GGA AAA TTC ATG CCT GCA GGT TTA A ^ ^ ^ ^ 

His Ser Gly Lys Phe Met Pro Ala Gly 

85 , ppa GTT AGT ATG TTC AAC AGA CCC CAT 

CXO ^ OTC GCC AAA GTT GGA GT AGT ^ ^ ^ ^ ^ 

L eu Met Val Ala Lys Val Gly Val ^ 

100 -m »f> aptGAT GAAGAATTAA AAATCTGCAT 

T AGCAGAAGTC ATGTTCCAGC ""^J^*. ATTTTTGCAT CTGACATTTT 
CTTCCACTAT TTTCAATATA TTAAGAGAAA *^TG ^cAGTCAT GATTACAAAC 

ACCTAAAAAA AAAGACACCA AACTTGGCAG AGAGGTGGAA 
CTACAGAGGT GGCGAGTATG TAACACAAGA GCTTAA 

TTGTATATTG ATGTTGTCTT ^TTCCCTGC TCTGAGGAAC AGTGTGAAAA 

TAGGTGTCAG CTTTCAGGGC ^OAAACC C ATCTTAGAC C ACAGACTGAC 

AAAGTCTTTT AGGAGATTTA ^AT^T TTACTATAAA TAAT 

TTTGAAATTA TGTTAAGTGA AATATCAAT.tr 



224 



272 



320 



368 



416 



464 



509 



560 

620 

680 

740 

800 

860 

920 

974 



Sequence Ho.: 65 

Sequence length: 925 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology- Linear 

Sequence kind: cDNA to mKHA 

Original source: 

Organism species: Bono sapiens 

Cell kind: Epidermoid carcinoma 

Cell line: KB 

Clone name: HP10179 
Sequence characteristics 

aequcu „*, aT -acteristiCs: CDS 

Code representing characte 



PCT/JP97/04056 
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157 



Existence site: 122.. 466 
Characterization method: E 
Sequence description 



, rTGGCTGCTG TGTCCCGCGG GTTGCGCTGC GTAGTGGACT 
AATCGCGTTT CCGGAGAGAC IICTO5 ACTG AGAAGAGAAG 

CCGCGGGCCT TCGGCAGATG °**f™° TIG CAT TGG TIT GGC TTT 

AI8 GAG AAG GCC CTC T* - « « £ _ „ pSe G1 ^ 

Met Glu Lys Pro Leu Phe vr ^ 15 

1 5 fTT TCT GGT GGG ATC GTT GGC TAT GTA AAA 

*° ^ r G I E V V Sel Z? Gly He Val Gly Tyr Val Lys 
Gly Tyr Thr Ala Leu vax ^ 30 

20 ?*f* a r_cr CTG CTC TTC GGC AGT CTA 

- - z z z z z z z z B - - Ts - - - 

35 «r PAG CTG TAT CAG GAT CCT AGG AAC GTT TGG 

z z z z z z z z «. - - - - ~ - 

GGT TTC CTA GGC GCT AGA £ GTT ACT TTT GTT GGT GTT ATG GGA ATA 

G ly Phe Leu Ala Ala Thr Ser Val Thr Phe ^ ^ 

65 J! AAA TTC ATG CCT GTA GGT TTA ATT GCA GGT 

z z z z z z z z « To - - - - % - 

85 „r PCC AAA GTT GGA GTT CGT ATG TTG ATG ACA 
GC C AGT TTG GTG ATG GGC GCC AAA GT ^ ^ ^ ^ ^ ^ 

Ala Ser Leu Leu Met Ala Ala uj ^ iiQ 

m gat tagcaIct CATGTTCGGA GCTTGGACTC ATOAAGGATT aaaaatct 

Ser Asp 

GGATCTTCCA CTATTTTCAA TGTATTAAGA G^AACTG CAGCATTT- GCA = 

ttttacctaa aaaaaaaaag acac^" ..(..tcagct tattgagacc atcatagaga 

ATTATAACCC TACAGAGGTG GTGAGCATGT AACATGAGCT 

tcgattcttg tatattgatt ttatctcttt ctgtat™ ctcctogag 8aac4gtcig 

ATGTTAGGTG TTGACATTGA CTITIC TTTT GCTCATCTTA GACCACAGAC 

tZZZ SE£ 1= AATGAAAATA AAGTTTACTA TAAAT 



60 
120 
168 



570 

630 

690 

750 

810 

870 

925 



Sequence No. : 66 
Sequence length: 1115 
Sequence type: Nucleic acid 
Strandedness: Double 
Topology: Linear 



PCT/JP97/04056 

WO 98/21328 

158 

Sequence kind: cDNA to mRNA 
Original source: 

Organism species: Homo sapiens 
Cell kind: Fibrosarcoma 
Cell line: HT-1080 
Clone name: HP10196 
Sequence characteristics 

Code representing characteristics: CDS 
Existence site: 10.. 993 
Characterization method: E 
Sequence description 

GCGGGGAAA ATG GCG GCG GOG GCG GOG GCG OCT GCA OCT ACG AAC GGG ACC 
Met Ala Ala Ala Ala Ala Ala Ala Ala Ala Thr Asn Gly Thr 
1 5 " 

GGA GGA AGO AGC GGG ATG GAG GTG GAT GCA GCA GTA GTC CCC AGC GTG 
Tj Z Ser Ser Gl 7 Met Glu Val Asp Ala Ala Val Val Pro Ser Val 

20 

ATG GCC TGC GGA GTG ACT GGG AGT GTT TOG GTC OCT CTC CAT CCC CTT 
Z Z C,s 17 W tb. «T « Val Ser Val Al. Leu Bis Pro Leu 

GTC ATT CTC AAC ATC TCA GAG CAC TGG ATC CGC ATG CGC TCC CAG GAG 
,.1 II. Leu *» XXe Ser Asp Bis Trp II. Arg H« Ar 8 Sor Glu Glu 

55 

GGG GGG CCT GTG CAG GTG ATT GGG GCT GTG ATT GGC AAG CAG GAG GGC 243 
Z Z Z Val «n -X He Gly Ala Leu XI. Gl 7 L 7 s GI» Glu GX 7 

70 

GGA AAT ATC GAG GTG ATG AAC TCC TTT GAG GTG CTC TCC CAC ACC GTG - 
Arg Asu He »» Val Het Asn S.r Phe Glu Leu Leu Ser Hi. Thr Val 

GAA GAG AAG ATT ATG ATT GAC AAG GAA TAT TAT Z ACC AAG GAG GAG 33, 
Glu Glu L 7 S Tie lie lie Asp L,s Glu T y r Trr T ? r Tar L,. Glu Glu 

105 J " LU 



95 ^Jl a Ar* pap PTP GAG TTT CTG GGT TGG TAT ACC 387 

pap TTT AAA CAG GTG TTC AAG GAG CTG fcrAU m 

^ Z Z Cl« Val P>e L 7 . Glu Leu Glu P.e Leu Gl 7 Trp T 7 r «,r 



115 



120 125 



51 



99 



435 



ACA GGG GGG CCA CCT GAC CCC TCG GAC ATC CAC GTC CAT AAG CAG GTG 
Z Z 01, Pro Pro Asp Pro Ser Asp II. His Val Bis L.s Glu Val 

135 J-**u 

,.r ACC CCC CTC TTT CTG AAG TTG AAC CCT ATG ACC 483 
TGT GAG ATC ATC GAG AGC CCC CTC Til oiv, 

Cy s Glu lie lie Glu Ser Pro Leu Phe Leu Lys Leu Asn Pro Met Thr 

150 155 
AAG CAC ACA GAT CTT CCT GTC AGC GTT TTT GAG TCT GTC ATT GAT ATA 531 

Z £ ~ - - «• " i set val Phe Gla s " v " 1 Ile A3P 
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159 

I 70 „ a 
165 Knr T * c ACT CTG 579 



** - r - s - - :l Leu ~ T7r - - 

He Asn Gly Glu Ala in ^ 

COO ATT GOT OTA 0*0 CAC OTA OOC OOA J» 
G CC ACA OAO OAA 000 OAA OOC ATT ^ ^ 

- - - - £ - " 6 - ^ - AIA 675 

ACA OCA ACA OOC AOT « OAO AAC TOO ACT OTO OCT ^ ^ ^ ^ 

Thr Ala Thr Gly Ser Gly Glu Asn ^ 

ATG CTG cac agc cgc gtc aag ctc atc 

GCA CAG CAC AGC GCC ATC AAG ATG «. * ^ ^ ^ ^ _ Ile 

Z35 

_ . . rcG gg A GAG GTC CCC TTT AAT CAT 
TI G OAO TAC OTC AAO CCC TO OAA «. £ ^ ^ ^ isn Bl8 
U. 01» TJt Val Ly. «* '« 250 

™ OCT CTC TOT CAC TOT CTC CCO OTO CTC SI. 
CAO ATC OTO COO OAO GCC TAT OCT « ^ ^ ^ w Val « 
Glu lie M» "8 Olo Ala Ijr Al 27 0 
255 "° „„ m ,AT GAT OAA TOO AAC OAC OTO 

- - OAO AAG TTC AAO ACA OA £ * ^ ^ ^ _ , al 
Ser Thr Asp Ly* I* 28S 

" 5 nrr ACC ATC ACC AAA ACG TGC AAC ACC ATG 

« CTC ATG GCC TAC CTC GGC ACC ATC ^ ^ ^ ^ Met 

300 

2 90 rTr rTC TAC GAC CGA CAA GGC ATC 

^ CAO TTT GTO AAC AAG TTC AAT GTC C^C » ^ ^ ^ ^ „ 

As n 01. lb. V.1 *» "» ^ 

« Aol ATO COC 000 CTC TTT TTC TOATGAOOOT 

» r e £ « «r - - ~ 

S "tcAOOO AAOTATCOCA AAGOOGAGOC CAOTACACTT 10*0 

^ = = — CCCTOAOCAC COOTG 

Sequence No.: 67 
Sequence length: 1721 
Sequence type: Nucleic acxd 
Strandedness: Double 
Topology- Linear 

Sequence kind: cDNA to mRNA 

Original source: 

„r 8 a»i.» SP*"°" a °°° S '""' S 
Cell kind-. Fibrosarcoma 



PCT/JP97/04056 
WO 98/21328 

160 

Cell line: HT-1080 
Clone name: HP10235 
Sequence characteristics 

Code representing characteristics: CDS 
Existence site: 6.. 1127 
Characterization method: E 
Sequence description 

^ atp ptp PCC CTG CTG TTA TTC ACC TAC CTC 

«° Z Z - Z Z - " " - - - ~ - - T, 

- « « r "i s: k s z z zz z z s: s 

Asn Ser Phe Leu His Gin Arg lie ^ ^ 

9Q 25 

MC ctc gtg gcc atc ctc ctc ctc ttt ctg atc act occ atc CTC GTC 

Ser Leu V.l Al. He L~ "° ™ Phe " u * « 

40 

„„_ n ~ r rrc TTC TTT GTC ATC ACC ATG ATC AAG 

Z Z Z Z Z Z Z Z L ~ « - To - - - 



1A5 „ AAr TTG GAC CTC ATT AGC AAA GGA GAG GAG 

CCC GGG GAG CAG GAG ACC AAG TTG GAC CTC 
Pro Gly Glu Gin Glu Thr Lys Leu Asp Leu lie Ser Lys Gly ^ 

Ap a GC A GGC AAA GAG GAA TCT GGA GTT TCA GTC TCC AAC TCT CAG 
CCA AGA GCA GGC AAA G ^ ^ ^ ^ ^ ^ 

Pro Arg Ala Gly i^ys 190 



50 



98 



50 ^ AAT TCA TTT GGT GCC ATC CTG CAG GGC AGC CTG TTT 242 
AT C GTG CTC ATT AAT TCA TTT GG ^ ^ ^ ^ 

He Val Leu He Asn Ser Phe fely ax 

70 

65 „ nn a tp. atc; AGT 290 



TCT GGC CTT CTG CCT GCC AGC TAC ACG GCC CCC ATC ATG AGT 
GGT CTG GCT GGC CTT CTG ^ ^ Ser 

Gly L eu Ala Gly Leu Leu Pro Ala Ser Tyr Tiir ^ 

80 rr A GGC TTC TTT GCC TCC GTG GCC ATG ATC TGC GCT 338 

GGC CAG GGC CTA GCA GGC TTC TTT ^ ^ ^ ^ ^ 

Gly Gin Gly Leu Ala Gly Pne Pne ai ^ 

================ '*' 

120 

AGA GCC TGT «OT GTT ATC ATT TTG ACC ATC ATC TGT TAG GTG GGC CTG «4 
Z Z Z M. V.X Xle XXe ,eu »r XX. XI. <*• £ «~ «T - 

135 

================ '*' 

150 

I* 5 *mn» Ann AAA nflA GAG GAG 5 30 



180 185 



WO 98/21328 



PCT/JP97/04056 



161 



CCC AGO AAT OAA AGO CAC TOT ATO AAA GCC ATC CTG AAA AAT ATC TCA 
Pro Thr Asn Glu Ser Hi, Ser 11= Lys ^ ^ U * 



195 

GTC CTG GOT TTC TOT GTC TOO TTC ATO TTO ACT ATO AOO ATT GGG ATG 
V.l Z Z Phe Ser V.! Cys Phe He Phe «r He Thr Tie Gly Het 



200 



2.10 ~* — 

TTT CCA GCC GTG ACT GTT GAG GTC AAG TOO AGO ATC GOA GGC AGO AGO 
Z Z Al. V.1 Thr Val Gl» V.l Ly. Ser Mr He Al. Gly ser ser 

9^S 



215 



230 



235 



ACC TGG GAA GOT TAC TTC ATT OCT GTG TOO TOT TTO TTG ACT TTC AAT 

Z Z - L. ^ «- - >™ s - c / 5 ; Phe " u phe Z 



245 



ATO TTT GAC TGG TTG GGC CGG AGO OTC AOA GOT OTA TTO ATO TOG OCT 
He Phe Asp Trp Leu Gly Arg Mr Leu Thr Al. «. Phe Met Trp Pro 

265 270 



260 



GGG AAG GAC AGO GGG TGG OTG CCA AGO CTG GTG CTO GCC CGG CTG GTG 
G1 T Ly. Asp Ser Arg Trp Leu Pro Ser Leu V.l Leu A!. Arg Leu V.l 



275 

„T GTG CCA CTG CTG CTG OTG TGC AAO ATT AAG OCC CGC OGO TAC CTG 
7Z vll Pro Leu Leu Leu Leu Cys As. He Lys Pro Ar B Arg Tyr Leu 



280 



295 



Z.90 — 
ACT GTG GTC TTC GAG CAO GAT GCC TGG TTO ATO TTO TTO ATG GOT GOO 
Z vlt V.! Phe Glu Hi. Asp Al. Trp Phe He Ph. Phe Met Al. Al. 



TTT GCC TTC TCC AAG GGC TAC CTO GOG AGO OTG TGC ATG TOO TTO GGG 
11 Al. Phe Ser As. Gly Tyr Leu Al. Ser Leu Cys Met Cys Phe Gly 

325 330 
CCC AAG AAA GTG AAG OCA GOT GAG OCA GAG AOO GOA GGA GCC ATO ATG 
Pro Lys Ly. V.1 Ly. Pro Al. Glu Al. Glu Thr Al. Oly Al. He Her 



340 

GC C TTC TTC CTG TGT CTG GGT CTG GCA CTG GGG GCT GTT TTC TCC TTC 
2 Phe Ph. Leu oys Leu Gly Leu Ala Leu Gly Al. v.l Phe ser Phe 

355 360 365 

CTG TTC CGG GCA ATT GTG TGACAAAGGA TGGACAGAAG GACTGC 

Leu Phe Arg Ala lie Val 
370 



345 



626 



674 



722 



770 



818 



866 



914 



962 



1010 



1058 



1106 



1150 



TTCCTTCTGC 


CAGGGGTGAT 


CCTGAGTGGT 


1210 


CTTTCCACGG 


CGTGTGCTGG 


GCCCGGATCT 


1270 


ACAGTGGGGA 


CATTGTGGGT 


TTGGGGCTCA 


1330 


TTGCTTGAGT 


TTCTCCACTC 


TTGGCTCTGA 


1390 


CTCTTGGGCT 


TGGAGAACAC 


GTGTGTCTCT 


1450 


CTGTCAGACT 


GTCTGCCTGT 


CCTGGGGTGG 


1510 


TGACCTGATA 


TACTCCATTC 


TCCCCTGCGC 


1570 


TCCCAACTCC 


CCATGCCCAG 


TTCTTACCCA 


1630 



WO 98/21328 



PCT/JP97/04056 



TCATGCACCC TGTACAGTTG CCACGTTACT GCCTTTTTTA AAAATATATT TGACAGAAAC 
CAGGTGCCTT CAGAGGCTCT CTGATTTAAA T 



162 

1690 
1721 



Sequence No . : 68 

Sequence length: 1504 

Sequence type: Nucleic acid 

Strandedness : Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Stomach cancer 

Clone name: HP10297 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 63-. 614 

Characterization method: E 
Sequence description 

CTTTTGCGGC TGCAGCGGGC TTGTAGGTGT CCGGCTTTGC TGGCCCAGCA AGCCTGATAA 
GC ATG AAG CTC TTA TCT TTG GTG GCT GTG GTC GGG TGT TTG CTG GTG 
Met Lys Leu Leu Ser Leu Val Ala Val Val Gly Cys Leu Leu Val 
! 5 10 15 

CCC CCA GCT GAA GCC AAC AAG ACT TCT GAA GAT ATC CGG TGC AAA TGC 
Pro Pro Ala Glu Ala Asn Lys Ser Ser Glu Asp He Arg Cys Lys Cys 

20 25 30 

ATC TGT CCA CCT TAT AGA AAC ATC AGT GGG CAC ATT TAC AAC CAG AAT 
lie Cys Pro Pro Tyr Arg Asn He Ser Gly His He Tyr Asn Gin Asn 

35 40 45 

GTA TCC CAG AAG GAC TGC AAC TGC CTG CAC GTG GTG GAG CCC ATG CCA 
Val Ser Gin Lys Asp Cys Asn Cys Leu His Val Val Glu Pro Met Pro 

50 55 60 

GTG CCT GGC CAT GAC GTG GAG GCC TAC TGC CTG CTG TGC GAG TGC AGG 
Val Pro Gly His Asp Val Glu Ala Tyr Cys Leu Leu Cys Glu Cys Arg 

65 70 75 

TAC GAG GAG CGC AGC ACC ACC ACC ATC AAG GTC ATC ATT GTC ATC TAC 
Tyr Glu Glu Arg Ser Thr Thr Thr He Lys Val He He Val He Tyr 

RS 90 95 
80 8:> 

CTG TCC GTG GTG GGT GCC CTG TTG CTC TAC ATG GCC TTC CTG ATG CTG 

Leu Ser Val Val Gly Ala Leu Leu Leu Tyr Met Ala Phe Leu Met Leu 

100 105 I" 
GTG GAC CCT CTG ATC CGA AAG CCG GAT GCA TAC ACT GAG CAA CTG CAC 

Val Asp Pro Leu lie Arg Lys Pro Asp Ala Tyr Thr Glu Gin Leu His 



60 
107 



155 



203 



251 



299 



347 



395 



443 





WO 98/21328 
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AAT GAG GAG 
Asn Glu Glu 
130 

TCC CTC GGG 
Ser Leu Gly 

145 
GCC CAG CAG 

Ala Gin Gin 

160 

XTC GAT CGG 
pbe Asp Arg 



115 

GAG AAT 
Glu Asn 



GAG GAT 
Glu Asp 



GGA CCC 
Gly 

CGG TGG 
Arg Trp 



CAC AAG 
His Lys 



CGA GCA 
Arg Ala 
150 
AAG CTG 

Lys Leu 

165 

ATG CTC 
Ket Leu 



125 

120 

OCT CGG TCT ATG GCA GGA GCT GCT GGA 
U. Arg » Met Ala Ala Ala Ala Ala 

140 

Z ACA GTC CTG GAG COT G.G GAA GOT 
Asn Tfcr Val Leu Glu Arg Val Glu Gly 
155 

CAG GTG CAG GAG CAG CGG AAG ACA GTC 
170 

AG C TAGATGGGCT GGTGTGGTTG GGTCAAGGC 



491 



539 



587 



640 



Ser 



CCCAACACCA 
CTCGGTTCCA 
GAAATGTTGT 
TCTTCTTGGG 
TTCGAGGCGG 
CCAGCTCTGA 
TCAGTGTCTG 
CTTATCACCA 
GGACAGCTCT 
AAGCTGGTGT 
ACTCTGCTGC 
GTGTCCACAG 
ATCTGAACAC 
GTGCATGGAG 
TCATTAAATT 



180 
TGGCTGCCAG 
GTCTTCCCTT 
ACTTGGCTAT 
TCTTTGGGGT 
CCTCAGGAGT 
GTCTTGGGAA 
GGAGGAAAGC 
CCTCCCTCCC 
GATGGGAGAG 
TCGCTGTCCC 
CGGTCCCCTC 
TCACTGAGCC 
CACAGCCCCT 
AGAAAATTTT 
GTTTTATTTC 



CTTCCAGGCT 
TAAAAGCCTG 
TTTGATTAGG 
TGAAGGGAGG 
GGATGCGATC 
TGTTGTTACC 
ATGGCCCAGC 
AGCCCCAGCG 
CTGGGCCCCC 
CTGTGCACTT 
ACCTGCACTT 
AGACGGTCGG 
GTACTTGGGT 
GTCCTCTTGT 
TCTC 



GGACAAAGCA 
TGGCATTTTT 
GAAGAGGGAT 
GGGAAGGCAG 
TGTCTCTCCT 
CTTGGAAGAT 
ATTCAGCATG 
CCTCAGCCCC 
TGAGCCCACT 
CTCGCACTGG 
GAGGGGTCTG 
TTGGAACATG 
TGCCTCTTGT 
CTTAGAGTTG 



GGGGGCTACT 
CCTCCTTCTC 
GTGGTCTCTG 
GCCAGAAGGG 
GGCTCCACTC 
AAAGCTGGGT 
TGTTCCTTTC 
AGCCCCAGCT 
GGGTCTTCAG 
GGCATGGAGT 
GGCAGTCCCT 
AGACTCGAGG 
CCCTGAACTT 
TGTGTAAATC 



TCTCCCTTCC 
CCTAACTTTA 
ATCTCTGTTG 
AATGGAGACA 
TTGCCGCCTT 
CTTCAGGAAC 
TGCAGTGGTT 
CCAGCCCTGA 
GGTGCACTGG 
GCCCATGCAT 
CCTCTCCCCA 
CTGAGCGTGG 
CGTTGTACCA 
AAGGAAGCCA 



700 
760 
820 
880 
940 
1000 
1060 
1120 
1180 
1240 
1300 
1360 
1420 
1480 
1504 



Sequence No.: 69 

Sequence length: 532 

Sequence type: Nucleic acxd 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

. _ or ip S . Homo sapiens 
Organism species, d» 

Cell kind: Stomach cancer 
Clone name: HP10299 
Sequence characteristics 

Code representing characterises: 
Existence site: 93.. 443 
Characterization method: E 



PCT/JP97/04056 
WO 98/21328 

164 

Sequence description 



60 
113 



GC TCTCTCGT AAAGCCGTGC AGGTGTTGGC CGCGCCCTCT Z^^^T 
CCCGGTGGAA GCAAGGGAGC CCAGCCGGAG « « « « £ ^ ^ ^ 

1 5 
r-r-» GTA TTT GCA GGC CGT TAC GTT TTG 161 

Z Z Z Z Z Z Z Z Z ~ - - - - ~ - 

£ AAG CAT ATG GAG COT CAA GTA AAA CAA GTT TTT CAA AGC 2°« 

z z z z z Z - - - - - - «- s " 

30 

25 . -pm rrc TTC AGT GGT GGC TAT TAT AGA GGT GGG TTT GAA 257 
Z Z Z Z S Z L - Tyr Tyr Arg Gly Gly P. Glu 

C 4 CC AAA ATG ACA AAA « GAA GCA GCA TTA ATA CTA GGT GTA AGO CCT 303 
Pro Lys Met Thr Lys Arg Glu Ala Ala Leu He Leu Gly ^ 

... AAA GGG AAA ATA AGA GAT GCT CAT CGA CGA ATT ATG CTT 353 
A CT GCC AAT AAA GGG AAA ATA ^ ^ ^ ^ ^ 

Thr Ala Asti Lys Gly Lys He Arg as P ^ 

" A AA GGA GGA TCT CCT TAT ATA GCA GCC AAA ATC 401 

z z z z z z z z ~ ~ - - - - - - 

MI GAi £ AAA GAT TTA CTA g" GGT CAA GCT AAA AAA TGAAGTAAAT 
Z Z L L,. A»P U. - I- «- - £ - 

gtatgatgaa ttttaagttc gtattagttt ATGTATATGA GTACTAAGTT TTTATAATAA 510 

AATGCCTCAG AGCTAGAATT TT 



Sequence No. : 70 

Sequence length: 662 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 
Cell kind: Epidermoid carcinoma 
Cell line: KB 
Clone name: HP10301 
Sequence characteristics 



PCT/JP97/04056 
WO 98/21328 

165 
CDS 



Code representing characteristics 
Existence site: 92.. 550 
Characterization methods E 
Sequence description 



TC tagccccg c~ £ 

TCCAGCTGTT CGAAGGTGAT CCAGACGCAA G ATG GCT ^ ^ ^ ^ ^ 

1 5 
™ Arr TTT ATA ATG GTG GCC 160 

z Z Z Z = z z s Z = Z ~ - - - - 

1° 15 aap AAr TAC AAA GTG GAG 208 

zzzzzzzzzzzz^»>^^ 
« - - » r £ z z z z z z z z z 256 

Tyr Pro He Met Tyr Ser Thr Asp ^ 55 

40 ^ n.r a AC ACG TTG GAA GTG TAT CCT CCC TTC 304 

TGC ATT CAG CGA GCC CAC CAG AAC ACG TTG ^ ^ ^ ^ _ ^ 

Cys He Gin Arg Ala Hxs Gin A ^ 70 

60 „„, rip a GGT GTT TAC CAC CCG CGT ATA GCT TCT 352 
TTA TTT TTT CTA GCT GTT GGA OBT GTT T ^ ^ ^ 

L eu Phe Phe Leu Ala Val Cly Gly Val Tyr ^ 

75 VK ~. r .r.T TAT GGC 



- - - r s z z z z z z z z z z z 

Gly Leu Gly Leu Ala Trp lie ^ 

90 >nr A !r CGT AGT CGA GGA GCC CTG GGG TCC 

TAT TAC ACG GGA GAA CCC AGC AAG CGT AGT ^ ^ 
Tyr Tyr Thr Gly Cl« Pro Ser Lys Arg Ser Arg y 

110 

1° 5 act CTG TGC TCT GCT TTC CAG 

ATC GCC CTC CTG GO. TTG GTG GGC AC* ACT GTG « ^ ^ ^ 
lie Ala Leu Leu Gly Leu Val Gly Thr Thr 135 

120 .!! act GGC TTG GGC AGT GGA CCC AAA TGC TGC 

C CTT OCT TGG GTT AAA ACT GGC TT ^ ^ ^ ^ ^ ^ 

His Leu Gly Trp Val Lys ber y 150 
140 

OAT TAAAGAATTA TAGGGGTTTA AAAACTCTCA TTCATTTTAA ATG 



His 



« APATTTTTTT TCTAAATATA ATAAAAACTT ACCTGGCATC 650 
ACTTACCTTT ATTTCCAGTT ACATTTTTTT g62 

AGCCTCATAC CT 



Sequence No . : 



PCT/JP97/04056 
WO 98/21328 

166 



Sequence length: 2373 
Sequence type: Nucleic acid 
Strandedness: Double 
Topology. Linear 
Sequence kind: cDHA to mRNA 

Original source: 

on, secies: Homo sapiens 
Organxsm species- 

Cell kind: Liver 
Clone name: HP10302 

Sequence ^"^^eristics : 
Code representing cuo 
Existence site: 134.. 1813 
Characterization method: E 
Sequence description 



Sequeui-^ — 

— "c —o sss 

„«»» BCCC-W CG ~ C CT f ^ oAG 00= TAG CGO AOO COC 

ocococooc acc *„ « « £ « ^ ^ ^ Atg « 



60 
120 
169 



1 5 PAr iip CTC TTC TTC TCT GCT 217 

- - mg ir £ s - s: :r» - - - - - - 

Trp Trp Met Ala Cys Tbr ^ z5 

I 5 n.^ iTr ATT CTG AAG AAC GAG GGC 

GTA CI c 0. r « Tec c» ™ - - _ Ljs 4 „ Gltt 017 

Val Leu Leu Gly Trp Gly Ser ws ^ 

30 „ ~! GCT GAG AGC AGO ACC AAC ACC ACC GAG 

TTC TAT TCC AGC ACG TGG CCA GCT GAG A ^ ^ ^ ^ 

*5 ^ rrA ccc TGT GAC CAG CAG GAC GAG ATG CTC 

GAT GAG CAG CGC AGG TGG CCA GGC TGT ^ ^ ^ ^ ^ 

Asp Glu Gin Arg Arg Trp Pro Gly Cys Asp 

" «r, TCC TTC GTG CTC AGC GCC ACC ACC CTG 

AAC CTG GGC TTC ACC ATT GGT TCC TTC G ^ ^ ^ ^ ^ 

Asn Leu Gly Phe Thr He Gly Ser Phe ^ 

80 r.r CGC TTT GGC CCC CGA CCC GTG CGG CTG 

CCA CTG GGG ATC CTC ATG GAC CGC T ^ ^ ^ ^ ^ ^ 

Pro Leu Gly He 1*» Met Asp ~* 105 

95 ~ .nr r-rr ATG GCC CTG GCC 

« - ~ r - s e :r. = z * = - - - - 

Val Gly Ser Ala Cy - 120 

no „ a t & TTC CTG GCG CTG TCC 

ICC Z -C » OAA OC, » - COO » - ™ ^ ^ ^ 
ser Arg A*P V.l Glu Al> s " 1»0 



409 



130 
125 





PCT/JP97/04056 
WO 98/21328 



167 



Trr CTA ACG TTC ACT TCA CTC ACG CTG 
CTG AAT GGC TTT GGT GGC ATC TGC CTA ACG ^ ^ ^ 

L eu Asn Gly Phe Gly Gly He Cys Leu Thr ^ 

HI ajc CTG CGC TCC ACG TTA ATG GCC CTC ATG ATT 
CCC AAC ATG TTT GGG AAC CTG CGC ^ ^ ^ ^ 

Pro Asn Met Phe Gly Asn Leu Arg Ser Th ^ 

160 n. nrr ATT ACG TTC CCA GGA ATC AAG CTG ATC 

G00 TCT TAC CCC TCT » « ATT - _ ^ _ ne 

Gly Ser Tyr Ala Ser Ser ax ^ 

CTG GCC TTC GTG GTC ATC ATG TTC ACC TGG TCT GGC 
TAC GAT GCC GGT GTG GCC TTC ^ ^ ^ ^ ^ ^ ^ Gly 

Tyr Asp Ala Gly Val Axa ^ 

190 „„„ APr ptC AAC TGG CCC ATC GAA 

m CCC TOO CTT ATC TTT CTC - - ^ « " „ p p „ Ile 01u 
Leu Ala Cys Leu He Phe Leu Asn uy ^ 

205 ZIr- p. a GTC aat TAC ACG AAG AAG ATC AAG CTG 

z s: e s r: :r„ z z i s ~ - - - s - 

« coo o. oco S - aao otc aca ^ r « « ~ - 

Ser Gly Leu Ala Leu Asp His Lys va^ ^ 

CAT GTG ACC £ - ~ CAG AGG CTC AGC CAG AAG GCC CCC AGC CTG 

His Val Thr Thr Met Gly Gin Arg Leu Ser Gin Lys ^ 

255 r* at CCC TTC ATG TCA CCC CAG GAT GTT CGG GGC ACC 

z z z z z z z ~ ~ » - z « - - * 

275 

270 , AGG TCT GTC CCC TTA CGC AAG AGC CTC TGC 

TC A GAA AAC CTT CCT GAG AGG TCT GT ^ ^ 

Ser Glu Asn Leu Pro Glu Arg Ser Val ^ 

290 

285 ^ mr , Knn atp GGC ATG ACC CAG CTG 

TCC CCO ACT TTC CTG TOO ACC CTC CTC ACC « ^ ^ 

S.r Pro Thr Ph. Leu Trp Set Leu Leu Thr Met J ^ 

=====.=========== 

================ 

340 

„tt CCG TTC TAC TCC TCC GTC TTC GGG GCC ATG CAG CTG 

z z z z z z u ~ ~ « - s a. ~ «. - 

355 

350 Trr CCC CTC ATT GGC TAC ATC ATG GAC TGG CGG 

TTG TGC CTT CTC ACC TGC CCC CTC ATT ^ ^ 

Leu Cys Leu Leu Thr Cys Pro Leu Ile Gly Ty 



601 




WO 98/21328 



PCT/JP97/04056 



168 



365 

ATC AAG 
He Lys 

GCC AGG 
Ala Arg 

ATC CAA 
He Gin 

CTG CTT 
Leu Leu 
430 
CAG TTT 
Gin Phe 
445 

TCA GCC 
Ser Ala 

GGG ACG 
Gly Thr 



CTT CAG 
Leu Gin 

CCC TTC 
Pro Phe 
510 
CTG TTG 
Leu Leu 
525 

TAC GCC 
Tyr Ala 



GTG ACC 
Val Thr 



370 375 
GAC TGC GTG GAC GCC CCA ACT CAG GGC ACT 
Asp Cys Val Asp Ala Pro Thr Gin Gly Thr 

385 390 
GAC GGG GTT GCT ACC AAA TCC ATC AGA CCA 
Asp Gly Val Ala Thr Lys Ser He Arg Pro 

400 « 05 
AAG CTC ACC AAT GCC ATC AGT GCC TTC ACC 
Lys Leu Thr Asn Ala He Ser Ala Phe Thr 
415 * 20 

GTG GGT TTT GGC ATC ACC TGT CTC ATC AAC 
Val Gly Phe Gly He Thr Cys Leu He Asn 
435 "° 
GTG ACC TTT GTC CTG CAC ACC ATT GTT CGA 
Val Thr Phe Val Leu His Thr He Val Arg 

450 « 5 
TGT GGG AGT CTC TAT GCT GCA GTG TTC CCA 
Cys Gly Ser Leu Tyr Ala Ala Val Phe Pro 

465 * 70 
CTG ACA GGC CTG CAG TCC CTC ATC AGT GCT 
Leu Thr Gly Leu Gin Ser Leu He Ser Ala 

480 485 
CAG CCA CTT TTC ATG GCG ATG GTG GGA CCC 
Gin Pro Leu Phe Met Ala Met Val Gly Pro 

TGG GTG AAT CTG GGC CTC CTG CTA TTC TCA 
Trp Val Asn Leu Gly Leu Leu Leu Phe Ser 
515 520 
CCT TCC TAC CTC TTC TAT TAC CGT GCC CGG 
Pro Ser Tyr Leu Phe Tyr Tyr Arg Ala Arg 

530 535 
GCC AAT GGG ATG GGC CCA CTG AAG GTG CTT 
Ala Asn Gly Met Gly Pro Leu Lys Val Leu 

545 550 
GCA TAGACTTCTC AGACCAAGGG ACCTGGATGA 

Ala 



GTC CTC 
Val Leu 

CGC TAC 
Arg Tyr 
410 
CTG ACC 
Leu Thr 
425 

AAC TTA 
Asn Leu 



380 
GGA GAT 
Gly Asp 
395 

TGC AAG 
Cys Lys 

AAC CTG 
Asn Leu 

CAC CTC 
His Leu 



GGT TTC 
Gly Phe 

TCC AAC 
Ser Asn 



GTG TTC 
Val Phe 
490 
CTG AAA 
Leu Lys 
505 

CTC CTG 
Leu Leu 

CTC CAG 
Leu Gin 

AGC GGC 
Ser Gly 



TTC CAC 
Phe His 
460 
CAC TTT 
His Phe 
475 

GCC TTG 
Ala Leu 



GGA GAG 
Gly Glu 

GGA TTC 
Gly Phe 

CAG GAG 
Gin Glu 
540 
TCT GAG 
Ser Glu 
555 



1321 



1369 



1417 



1465 



1513 



1561 



1609 



1657 



1705 



1753 



1801 



1840 



CAGGCAATCA 
ATGCACATAG 
GACTGCAAAA 
ACTGAAGACA 
CCAGGGTGCC 
CAAACAGGCT 
TATGTGTGAA 



AGGCCTGAGC 

AGCCATGGCC 

AGGAGGAAAA 

GTCCCTATCC 

TCTTATCTCC 

ACCCCTGAGG 

TGTGAGAGAG 



AACCAAAAGG 
GTAGATTTAT 
AAAAACCTTC 
TAGAGGGGTT 
TTCTAGCGGT 
TCCCATGTGC 
ACACAGCCCT 



AGTGCCCCAT 

AAATACCAAG 

AAAAACGCCC 

GAGCCTTCTT 

CTGCCTCCTG 

CATGAGTGTG 

CCTTTCAGAA 



ATGGCTTTTC 

AGAAGTTCTA 

CCTAAGTCAA 

CCTCCTTGGG 

GTACCTCTTG 

CACACATGCA 

GGAAAGGGGC 



TACCTGTAAC 1900 

TTTTTGTAAA 1960 

CGCTCCATTG 2020 

TTGGAGGAGA 2080 

GGGGGATCGG 21*0 

TGTGTCTGTG 2200 

CTGAGGTGCC 2260 



PCT/JP97/04056 
WO 98/21328 



169 



^.aar GTTGGGGGTC GGCCCCTTCC AGGGCCAGGA GGGCAGOTTC 

:" T — - 



2320 
2373 



49 



Sequence No. : 72 
Sequence length: 1316 
Sequence type: Nucleic acid 
Strandedness: Double 
Topology: Linear 
Sequence kind: cDNA to mRNA 
Original source: 

Organism species: Homo sapiens 
Cell kind: Osteosarcoma 
Cell line: U-2 OS 
Clone name: HP1Q30A 
Sequence characteristics 

Code representing characteristics: CDS 
Existence site: 11-. 1003 
Characterization method: E 
Sequence description 

z z z z z z " = - = - " :: 

m ctg ttc « ooo - ceo eje tcc -c tgg ctg acg «c occ 87 

Leu Leu Phe Val Ala Leu Pro Ala Ser Gly Trp L^ 

m ^ coo coo „ « £ - « - - ~ - s z z 145 

Pro Glu Pro Pro Pro Leu Ser Gly Ala *r ^ ^ 

30 . ACA CTG aH GAT GAT GGG GAC ATA TCT AAA CAG CAG GTT 1*3 

AAT GTA ACT ACA CTG AAA bAi ^ v&1 

Asn Val Thr Thr Leu Lys Asp Asp Gly Asp He J ^ 

50 « nAn rTr tat GTA AAT GAC TTA 241 

z z z z z z z z z z z z ~ - - - 

70 

65 Arr tpt CAG ACT TTG ATA GTG 289 

. Af-p PGT GTA ACC CGA ATA AGC TGT OA^ aui 

~ z z z v.i - - - -< <*• z - ue ,ai 

80 CTT GAA AAT TO GAG GAA AAA GAA TAT TTT GGA ATI 337 

z z z z z z a„ * «. s ~ - ~ 

100 iU OAS 

, rTA AGG ATT TTA GTT CAT GAG TGG GOT ATG ACA TCT GGT TCC 

z z z z z - v., Bis «. *p - - - *» ^ - 





PCT/JP97/04056 
WO 98/21328 

170 

ll5 120 125 

1X3 __. A r P*P n AT GGA A33 



================ 

================ 

================ 

i £n 1^5 

TAC TCT ATT TCT CGA GAG AGT GAG ATT TTA TTT ACC CTT 
AGC ATG CTC TAC TCT ATT 1U Thj . 
Ser Met Leu Tyr Ser lie Ser Arg Asp Ser Asp lie 

180 

175 . « » a act GTT AGT TCA CTG CAA ACC ACT AGC 

OCT AAC CTC TOO £ « £ „ r Le „ G1 » IhI fc Mr 

Pro Asa le» S.r I,,s Lys Olu Ser val » ^ 

195 zu 
190 rAA A rr ACT GTA GAT GAA GAT GTT TTA 

PAr *p at PTT ATC AGG AAT GTG GAA ACC AOl ^ia *a 

CAG TAT oil a-lo _ — a,-, rln Ann Val Leu 

ti« Arc Asn Val Glu Thr Thr Val Asp Glu Asp 
Gin Tyr Leu He Arg Asn vax 22(J 

210 

CC COO MO TTA - CAA ACT COT CTC AGA GCA GAG CCG CCA TCT - 

Pro OlT Ly. I- »° G1 » ™* *" ^ " 8 235 

230 ^" 

... .AC GTA ATG TGT CAG TGG ATG GAA AAG TTT AGA AAA GAT CTG TGT 

Z Z - - <** «- «" G1 - Lys Phe " B £ Asp Le ° 

275 2 

270 * n.Ao aaa OTA ATT CTT CAG TTG GAT AAA 
„ -,_ A r.rpm T pf GAA TAC AAA GWA ah 

s ™ ~ .» = »' - ~ - •» »• " - - Z " 

================ 



310 

... AAr CTT GAA GAT AAA ACA TGT ATT TAAAACGCCA 1010 
GAG AAA AGA GCT GAA AAC CTT GAA ^ 
1 Lys Ar 8 Ala Clu Asn Leu G!u Asp Lys Thr Cys lie 

325 

— 0 CGT= = = SSS = 
TTCTTTAAAT CGTTAAGAAT CAGT^ 

^CC tSS^ GGACTTTGGG AGGCCAATGC GGGCGGATCA CGAGGTCAGA 



1070 
1130 
1190 
1250 




PCT/JP97/04056 
WO 98/21328 

171 

„„ rTrTCTC TAC TAAAAAAAAT AAAAAAGTTA 1310 
TCAAGACCAT CCTGCCAACA TGGTGAAACC CTGTCTCTAC 

GCTGGG 

Sequence No. : 73 

Sequence length: 893 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

OrigiM 1 source: 

Organism species: Homo sapiens 
Cell kind: Osteosarcoma 
Cell line: TJ-2 OS 
Clone name: HP10305 
Sequence characteristics 

Code representing characteristics: CDS 
Existence site: 110.. 436 
Characterization method: E 
Sequence description 



*>eq*icu^^ * 

„„.,. ^ rA rCTTTA CTCTCGCCGG CCGCGCGAAC 
^COCCOAOT CGGTGCTTTA GTA« ^™ ^ „ C TG 

CCGTTTGAGC TCGGIATCCI AGTGCACACG CCTTGCAA ^ ^ ^ 

ACT TCC AGT TCC AGO GTA CGA GTT £ - - £ ~ « £ ATT 

Thr Ser Ser Ser Ser Val Arg Val Cl« Trp 

5 ip rrA ATT GGT TAT CTA GCT TAC AAA AGA TTT TAT 

GCT GCT GGG ACA GCT GCA ATT GGT T ^ ^ phe Tyr 

Ala Ala Gly Thr Ala Ala lie Gly Tyr ^ ^ 

20 a!* aaa GCT ATG ATA AAC CTT CAC ATC CAG AAA 

GTT AAA GAT CAT CGA AAT AAA GCT ATG ^ ^ ^ ^ 

Val Lys Asp His Arg Asn Lys Ala Met 11^ ^ 

40 r« r&T GCT TTT GAC ATG GAG GAT TTG GGA GAT 
GAC AAC CCC ^ ATA GTA £ GCT « ^ ^ ^ ^ _ ^ Asp 

Asp Asn Pro Lys He vai ^ g5 

55 . »a * *i- TTC* CCA TTC TGT 

::====== ===== V. - — 

Asp Gly Ala His inr uj ^ g5 

85 .aa pa a apt TAAATGGACA CTTTTGA 

CCT CTG ATC ATC AAG AAA AAA GAA ACT TAAA 



60 
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Pro Leu lie lie Lys Lys Lys Glu Thr 

100 ^LaCTTACC TGATTGTTTA ATTAGAATGA CTACCACCTC 510 

TGCTGCAAAT CAGCTTGTCG *GAAGTTACC GCAAACTGCA GCTTTCACAT 570 

TGTCTGATTC ACCTTCGCTG GATTCTAAAT <^™£ GTTTAAACAA AAAAAAAAAA 630 
TTATGGCATT TGTCTTGTTG AAACATCOTG GTG CACAT T T ^ ^ 

AAAAAGGAAA AACCAACCTC ^ ATAGTTGTAT CTTGAAGTCA 750 

TTTAAAATAC TGACATATAG TTGCAGATTG TACTTGTAAG XTTCAAAGAA 810 

ACATATTAAA TTATTCTCAA ^ T ™™ AC TAAAT AGG ATGTGATTCA GCTACATTAA 870 

AAATTACCAT CTTTTCATAT TGACCTGGAA AC TAAAT AGG A ^ 

TTTCTTAATA CAATCTAGGA AAG 



Sequence No. : 7 A 

Sequence length: 690 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 

Cell kind: Osteosarcoma 

Cell line: U-2 OS 

Clone name: HP10306 
Sequence characteristics 

Code representing characteristics: CDS 

Existence site: 230.. 535 
Characterization method: E 
Sequence description 



XUC— TGCGTGCAGT = = ™ Z 

TGGGGCGTCT CGCGCAAACG TCCATAftCTG CTGTTACTTA GGGTCAAGGC 

GTGAGCTCTC CTGGGGCGTG G = G „ = ^ ^ ^ 

TTGGGTCTTG CCCCGCAGAC CCTTGGGAU, ^ ^ ^ 



1 



_ rA „ GAG AAA TTG AAC CTG TGC CGG AAG TAG TAG 

z z z z z z z z - - - - - - - - 

10 

5 n. mmp rTG CGT TTT CTC TGG TTG GTC AAC ATC TTC 

CTG GGG GGG TTT GOT TTC CTG CCT TTT ^ ^ 

L eu Gly Gly Phe Ala Phe Leu Pro Phe Leu Trp ^ 

20 r-r. paC GCC TTC CTT GTC CCA GCC TAG ACA GAA CAG AGC 

TGG TTC TTC CGA GAG GCC TT ^ ^ ^ ^ ^ ^ ^ 

Trp Phe Phe Arg Glu Axa 5Q 



286 



40 45 
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CAA ATC 
Gin He 

GTG ATA 
Val He 



CGC TGG 
Arg Trp 
85 

ACC CCC 
Thr Pro 
100 



^ OOC TAT GTC TGG CGC TCA GCT GTG GGC TTC 

AAA GGC , v i G xy Phe 

« xr n i Trti Are Ser Ala vai VJJ -J r 
Lvs Gly Tyr Val Trp at& 
J 60 

=========== 

=========== 

90 

T M CA*CTTC TCCAC.TACT " ATTCTCCC 



CTC TTC TGG 
Leu Phe Trp 
65 

TAC CGG CCC 
Tyr Arg Pro 



CCC CTG GGC 
Pro Leu Gly 

AGGACAGG 



n^CCC TGTCCTGGGA CCCCCTTCTC MACTCCTAA GACTTGTTTT 
S — CCCC 



430 
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580 
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690 



Sequence No. : 75 

Sequence length: 21B6 

Sequence type: Nucleic acid 

Strandedness: Double 

Topology: Linear 

Sequence kind: cDNA to mRNA 

Original source: 

Organism species: Homo sapiens 
Cell kind: Epidermoid carcinoma 
Cell line: KB 
Clone name: HP10328 
Sequence characteristics 

Code representing characteristics: CDS 
Existence site: 118.- 1236 
Characterization method: E 
Sequence description 

ACTCTTTCTT CGGCTCGCGA GCTGAGAGGA GCAGGTAGAG 
ACTCTTTCT1 ggcTCCTCAG GCCGACCCCA 

"«c ccc ceo coo T «c 

Aii, p Asn Ala 

t ~ Txrr- T.eu Arg His Arg Arg ^ w 
Met Lys Tyr i*eu ^ 

MC OCC OCT « « CTC CTC CTC TTC £ CTC 

„ p* e Thr Leu Leu Leu Pne i>ei 

He Gly Ala Phe inr 

20 

AAr rTr CAG GAG CAG CCA CCG GCG ATC 

Z Z Z - - «■ «- - ~ - 116 

35 A ° 



GGGCAGAGGC GGGACTGTCG 
GACCCTGGCT GGCCAGG 
ACC CTC ATT CTG GCC 
Thr Leu lie Leu Ala 
15 

CTA GTG TCA CCA CCC 
Leu Val Ser Pro Pro 
30 

CCC GAG GCC CTG GCC 
Pro Glu Ala Leu Ala 
45 



60 
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309 



TGG CCC ACT CCA CCC ACC CCC CCA CCC « «C « £ - CCC AAC 
Tr p Pro Thr Pro Pro Thr Are Pro Ala Pro Ala ^ 

50 „!! r A r TTC GCC ACG CAG CCG CAG CAC GTT 357 

ACC TCT ATG GTC ACC CAC CCG GAC TTC GCC ^ ^ 

Thr Ser Met Val Thr His Pro Asp Phe Ala Thr 
65 70 „»n -rrr rcc CAC TTT CCC CTG CTG CAG AOS 

- z z z z z z z z z z - ~ - - - 

MC GTG CCC CCC Z ^ « - « i « « » " " Z " 3 

Asp Val Pro Pro Ser Lys Cys Ala Gin ^ 

„ c .c « s « - - r ~ = - r„ - - z z 501 

lie Lys Ser Ser Pro Ser Asn Tyr Val Arg Arg 

120 

115 „ „ta rar GGT TTG CAG CTG CGC CTC CTC 549 

ACG TGG GGC CGC GAG CGC AAG GTA CGG GGT TTG ^ ^ 

Thr Trp Gly Arg Clu Arg Lys Val Arg Gly ^ 

130 . p » GCC S AAC CCG CAC GAG GCC CGC AAG GTC AAC 597 

TTC CTG GTG GGC ACA GCC TCC AAC ^ ^ ^ ^ ^ 

Phe Leu Val Gly Thr Ala Ser Asn at ^ ^ 

145 rA r apt CAC GGA GAC ATC CTG CAG TGG 645 

" CTG T Z Z Z Z Z Z Z «, «p u. - - « 

Arg Leu Leu Glu Leu fc.J.u ax i75 

r.r TCC TTC TTC AAC CTC ACG CTC AAG CAG GTC CTG TTC 
Z - - Z ~ S - Asn Leu Thr Leu Lys Gin Val Leu Phe 

TTA CAG TGG CAG GAG ACA AGG TGC ^^ii Ala Ser Phe Val Leu Asn " 

Leu Gin Trp Gin Glu Thr Arg Cys Ala Asn Ala ^ 

GAC GTC TTT GCA CAC ACA GAC AAC ATG GTC TTC TAC CTG 
Z Z Z Z Z L - His Thr Asp Asn He, Val Phe Tyr Leu 

CAG GAC CAT GAC CCT GCC Z CAC CTC TTC GTG GGC CAA CTG ATC CAA 337 
Gin Asp His Asp Pro Gly Arg Hxs Leu Phe Val Gly 

225 atp GCT TTT TGG AGC AAG TAC TAT GTG CCA GAG 885 

AAC GTG GGC CCC ATC CGG GCT TTT T ^ ^ 

Asn Val Gly Pro He Arg Ala Phe Trp Ser Lys Tyr 

245 . rrr TAT TGT GGG GGT GGT GGC 933 

■» •» - r r: «. z z z z z * «, « 7 «t 

Val Val Thr Gin Asn Glu Arg iyr ^ 

„ TTG CTG Tec CGC TTC .CO GCC S - - - - « « £ ~ 

pt,p Thr Ala Ala Ala Leu ~-b 
Phe Leu Leu Ser Arg Phe mr ax 
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275 280 
QTC TTG GAC ATC TTC CCC ATT GAT GAT GTC TTC CTG GGT ATG TGT CTG 
Hi Leu Lp He Pne Pro He Asp Asp Val Phe Leu Gl y Met C y s Leu 

295 3 
GAG Z GAG GGA CTG AAG OCT GOO TOO CAG AGO GGC ATG CGG ACC TGT 

310 3 
GGC GTG CGG OCT CCA TCG CAA CAC CTG TCC TCG TTT GAC GCC TGC TTC 
Z Z Arg AX, «. « «» H iS U. Se, ser P.e A S p Pro £ P»e 

325 330 
r rr» r A C CTG CTG CTG GTG CAC CGC TTC CTA CCT TAT GAG ATG CTG 

£ Z Z Z Z - - - A, g - - « m - ~ - 

340 3 ^~* 
CTC ATG TGG GAT GCG CTG AAC CAG CCC AAC CTC ACC TGC GGC AAT CAG 
Z Met Trp Asp Ala Leu Asn Gin Pro Asn Leu Tnr C 7 s Gl y Asn Gin 

355 360 
ACA CAG ATC TAC TGAGTCAGCA TCAGGGTCCC CAGCCTCTGG GCTCCTG 

Thr Gin He Tyr 

370 ,™.r> appttccTCC CAGGAAGCTG AGACCTTTGT GGTCTGAGCA 

TTTGCATAGG A^GGGGCGAC ACCTTGCTCC CA 

l^Z TCA^Cct CCTGGTACTG TTCCAGCATC TTCCCTGGAT GGCTGGAGGA 
TACACATCCT »AA»ACCCA GCTGCTAATG GCAGAAGTGC CTGTGCTAGA 

ZZZZ t^TC CGTCCCGTTT GAGTCAAAGT CTTAGTTCCC TGCTCTCACC 
££££ cSgLcta AGCAGTGCAC GTGGAGTGGT TTAATGGCAC ATAAGCTCCG 

^tLgttg caggccagcc = cct gtgtccacat =Z = - 

°G« ZZZZ agaggtggtg I™cg gccccgtgct tacttgtggg 
ATCAAATGCT 'GTAATGGTGG aggtgtgggc acaggaggga ggcaactctc ctttgaaact 

T= CaTaCTTTCT GGG = TTAGGAGCCC G.TGGCTGT C^CCAAG 
St Ac"a GAAGGGAGAG ST TCCAGCAGCC TGCCTCACCC 

2= = = = == = 

AATATAAAAT TTTGTG 
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